blast result 



Query= 



51-ll-3-D5-CLl_3C 
(99 letters) 



Database : /nf s/banks2/ index/ data/bias t/smartSorted/ P ROT /homo sapiens 
113,759 sequences; 24,820,038 total letters 

Searching done 



Sequences producing significant alignments: 



Score E 
(bits) Value 



GSP: Y359 
GSP: Y360 
GSP: Y127 
GSP:R819 
SP:P0276 
GSP:R922 
GSP:R785 
GSP:R992 
GSP:P811 
STR:P784 
GSP:W695 
GSP:R991 
GSP:R922 
GSP:R922 
GSP:R922 
GSP:W259 
GSP:R819 
GSP:W615 
SP:P4830 
GSP:R423 
GSP:R819 
GSP:R922 
GSP:W000 
GSP:R922 
GSP:R920 
GSP:W474 
STR:0951 
GSP:W303 
GSP: Y702 
GSP:R398 
GSP: Y702 
RTR : CAAO 
GSP:R237 
SP:P1064 
GSP:R238 
GSP: P920 
GSP:R819 
GSP:R819 
GSP:R922 
GSP:R922 
GSP:R749 
GSP:R785 
GSP:R818 
GSP:W4 74 
GSP: Y700 
GSP:R783 
GSP:R819 
STR: AAGO 
GSP:W752 
GSP:R229 
GSP:R396 
GSP:R229 
GSP:W474 
GSP:R229 
GSP:W474 
GSP:R396 
GSP:R818 
GSP:R819 
GSP:R818 
GSP-.R3 96 
GSP:W474 
GSP: Y680 
GSP: Y681 
GSP:R396 
GSP:W198 



28 Y35928 | Extended human secreted protein sequence, SEQ . 
54 Y36054 I Extended human secreted protein sequence, SEQ. 
91 Y12791| Human 5* EST secreted protein SEQ ID NO: 381. 

36 R81936|Human ITI-K1 Kunitz domain derived protein DK. 
0 P02759 P00 977|AMBP_HUMAN|AMBP PROTEIN PRECURSOR [CONT. 

37 R92237 Human wild- type urinary trypsin inhibitor. >G. 
53 R78553 Human ITI Kunitz domain 1. >GSP : W64115 | W64115 . 
17 R99217 Inter alpha trypsin inhibitor (ITI) light chain 

10 P81110 Sequence of new fusion protein contg . alpha-1. 
91 P78491 ALPHA-1 -MICROGLOBULIN (FRAGMENT). >GNP:X54818. 
22 W69522 rUTI protein SEQ ID NO: 24 from W09829453 Clai . 
57 R99157 Human aprot inin- like Kunitz domain (ITI-D1) . 
33 R92233 Human mature urinary trypsin inhibitor with m. 

35 R92235 Human urinary trypsin inhibitor with modified. 

38 R92238 Human UTI modified kunitz domain 1 and flanki. 

29 W25929 Anti-trypsin inhibitor UTI Kunitz domain 1. 

15 R81915 LACI Kunitz domain LACI-K2 derived protein DK. 

36 W61536 Human tissue factor pathway inhibitor-2 (TFPI. 
7 |TFP2_HUMAN| TISSUE FACTOR PATHWAY INHIBITOR 2 PRECURSO . 
09 R42309 LACI gene product. 

21 R81921 Human TFPI -2 domain 3 Kunitz domain derived p. 

31 R92231 Human urinary trypsin inhibitor modified kuni . 

17 W00017 TFPI chimeric protein. 

65 R92265 TFPI mutein, Lys36Arg. 

11 R92011 Ubiquitin-TFPI fusion protein. 
35 W47435 Aprotinin variant 4. 

03 095103 TISSUE FACTOR PATHWAY INHIBITOR BETA. >GNP : AF . 

11 W30311 Recombinant non-glycosylated TFPI. >GSP:W6153. 

73 Y70273 Human tissue factor pathway inhibitor protein. 

02 R39802 TFPI 2. >GSP : R81914 | R81914 | Lipoprotein-associ . 

72 Y70272 Human mutant tissue factor pathway inhibitor . 
1311 | CAA01311 | KUNITZ-TYPE PROTEASE INHIBITOR. >GNP:A170. 
99|R23799|LACI fragment 90 - 160. 

6 |TFPI_HUMAN| TISSUE FACTOR PATHWAY INHIBITOR PRECURSOR . 



R23800 
P92002 
R81933 
R81919 
R92258 
R92259 
R74976 
R78547 
R81869 
W47432 
Y70010 
R78389 
R81917 



LACI fragment 1 - 160. 
Human tissue factor inhibitor (TFI) . 
Human HKI B9 domain Kunitz domain derived pro. . 
Human collagen alpha -3 Kunitz domain derived . . 
TFPI-2 first Kunitz-type domain. 
TFPI second Kunitz-type domain. 
Generic human Kunitz-type protease- inhibitor . 
Human TFPI-2 domain 1 Kunitz domain. >GSP:R81.. 
Kallikrein inhibitor protein KKI/3 (b) . 
Aprotinin variant 1. 

Human Protease and associated protein-4 (PPRG. . 
Human lipoprotein-associated coagulation inhi . . 
LACI Kunitz domain LACI - K3 derived protein DK. 



0547 | AAG00547 | Eppin-2 . >GNP : AF286369 | AF286369_1 | Homo sa . . 

19 W75219 Human secreted protein encoded by gene 24 clo. . 

79 R22979 Aprotinin analogue #4 with reduced nephrotoxi . . 

73 R39673 C-terminal Kunitz-type protease inhibitor var. . 

85 R22985 Aprotinin analogue #10 with reduced nephrotox. . 

34 W47434 Aprotinin variant 3. 

83 R22983 Aprotinin analogue #8 with reduced nephrotoxi.. 

33 W47433 Aprotinin variant 2. 

77 R39677 C-terminal Kunitz-type protease inhibitor var. . 

98 R81898 Kallikrein inhibitor protein KKI/3 (a). 

07 R81907 Kallikrein inhibitor protein KK2/#6 . 

97 R81897 Kallikrein inhibitor protein KKII/3#10. 

72 R39672 C-terminal Kunitz-type protease inhibitor var.. 

36 W47436 Aprotinin variant 5. 

39 Y68039 Kunitz protease inhibitor analogue protein se . . 

48 Y68148 Kunitz protease inhibitor variant TW177. 

76 R39676 C-terminal Kunitz-type protease inhibitor var.. 

01 W19801 Alpha mating f actor : KPI ( -4 - 57 ; 1 16H, S17F) enco . . 
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OR/1 ?./no 1 Q : m 



blast result 



SP:P49223 | 

GSP:R22984 

GSP:R39678 

GSP:W30060 

GSP:W30045 

GSP":W30043 

GSP:W30040 

STR:043291 

GSP:R81932 

STR:Q9UJG4 

RTR:CAA012 

GSP:W30044 

GSP:Y68147 

SP:P12111 

GSP:R47542 

GSP:R81908 

SP:Q02388 

GSP:R78545 

GSP:R81926 

GSP:R81909 

GSP:W19802 

GSP: Y68040 

STR:Q14054 

GNP:L06862 

SP:Q06481 

GSP:R39674 

GSP:R39666 

GSP:R53776 

GSP:R53778 

PIR: A54849 

STR:AAD472 

STR:Q14594 

STR:014895 

GSP:R81889 

GSP:R22988 

GSP:R22986 

GSP:W19803 

GSP:W64143 

GSP:Y68041 

STR:095959 

GSP : R22 98 7 

GSP:R22989 

GSP:R39670 

GSP:R81931 

GSP:R81905 

GSP:W64145 

GSP:R81890 

GSP:R39664 

GSP:R81903 

GSP:R92257 

GSP:W19805 

GSP : W18411 

GSP:W64123 

GSP:W64129 

GSP:Y68044 

PIR:S41082 

GSP:W19804 

GSP:W64147 

GSP:W64126 

GSP:Y68043 

GSP:Y68146 

GSP:Y68176 

GSP:R22981 

GSP:R22982 

GSP:W18431 

GSP:W30053 

GSP:W30054 

GSP:W30041 

GSP:W30042 

GSP: W30046 

GSP:W30047 

GSP:W27368 

GSP:W30051 

GSP : W64144 

GSP: Y52594 

GSP: Y52597 

GSP:R39792 



KIB9_HUMAN| KUNITZ-TYPE PROTEASE INHIBITOR HKIB9 (FRAG. 
R22984 Aprotinin analogue #9 with reduced nephrotoxi. 
R39678 C-terminal Kunitz-type protease inhibitor var. 
W30060 Human consensus bikunin. 
W30045 Human placental bikunin. 
W30043 Human placental bikunin. 

W30040 Human placental bikunin. >GSP : W13665 | W13665 | H . 
043291 HEPATOCYTE GROWTH FACTOR ACTIVATOR INHIBITOR . 
R81932 Human HKI B9 domain Kunitz domain. >GSP:R9920. 
Q9UJG4 DJ461P17.8 (HKIB7 ( KUNITZ/BOVINE PANCREATIC T . 
98 | CAA012 98 | KUNITZ TYPE PROTEASE INHIBITOR. >RTR:E974. 
| W30044 | Human consensus bikunin. 

| Y68147 j Kunitz protease inhibitor variant TW176 . 
Q16501 | CA36_HUMAN | COLLAGEN ALPHA 3 (VI) CHAIN PRECURSO . 
R47542 | Sequence of the last 70 AAs of the C5 domain . 
R81908 | Kallikrein inhibitor protein KK2/#10. 
CA17_HUMAN | COLLAGEN ALPHA 1{VII) CHAIN PRECURSOR (LON. 
R78545 Human collagen alpha-3 Kunitz domain. >GSP:R8. 
R8192 6 Human TFPI-2 domain 3 Kunitz domain derived p. 
R81909 Kallikrein inhibitor protein KK2/#8. 
W19802 Alpha mating f actor : KPI { -4 -57 ; I16H, S17Y) enco. 
Y68040 Kunitz protease inhibitor analogue protein se. 
Q14054 COLLAGEN TYPE VII PRECURSOR. >GNP : L23 982 | L23 9 . 
L06862_l [Human type VII collagen (COL7A1) mRNA, 3» e. 
APP2_HUMAN | AMYLOID- LIKE PROTEIN 2 PRECURSOR (AMYLOID . 
R39674 C-terminal Kunitz-type protease inhibitor var. 
R3 9666 Human TFPI kunitz-type domain 1 -yeast signal . 
R53776 Sequence of human Kunitz-type inhibitor. 
R53 778 Sequence of human amyloid protein precursor h. 
PH0844 S16316 156328 A30296 I 84686 | A5484 9 | collagen a. 
91 | AAD472 91 | Amyloid precursor protein homolog HSD-2. . 



Q14594 
014895 
R81889 
R22988 
R22986 
W19803 
W64143 
Y68041 
095959 
R22987 
R22989 
R39670 
R81931 
R81905 
W64145 
R81890 
R39664 
R81903 
R92257 
W19805 
W18411 
W64123 
W64129 
Y68044 
S41082 
W19804 
W64147 
W64126 
Y68043 
Y68146 
Y68176 
R22981 
R22982 
W18431 
W30053 
W30054 
W30041 
W30042 
W30046 
W30047 
W27368 
W30051 
W64144 
Y52594 
Y52597 
R39792 



BINDING PROTEIN (FRAGMENT). >GNP : L23 113 | L2311 . 
KUNITZ-TYPE PROTEASE INHIBITOR. >GNP : AF02 72 05 . 
Kallikrein inhibitor protein KKII/3#2. 
Aprotinin analogue #13 with reduced nephrotox. 
Aprotinin analogue #11 with reduced nephrotox. 
Alpha mating f actor : KPI ( -4 - 57 ; I16H , S17W) enco. 
Human Kunitz-type serine protease inhibitor d. 
Kunitz protease inhibitor analogue protein se . 
DJ4 61P17.1 PROTEIN (FRAGMENT) . 

Aprotinin analogue #12 with reduced nephrotox. 

Aprotinin analogue #14 with reduced nephrotox. 

C-terminal Kunitz-type protease inhibitor var. 

Human protease nexin-II Kunitz domain derived. 

Kallikrein inhibitor protein KK2/#1. 

Human Kunitz-type serine protease inhibitor d. 

Kallikrein inhibitor protein KKII/3#3. 

Human TFPI kunitz-type protease inhibitor dom. 

Kallikrein inhibitor protein KK2/#5 . >GSP:R81. 

TFPI first Kunitz-type domain. 

Alpha mating factor : KPI ( -4 - 57 ;M15L, 1 16H) enco. 
KPI(-4 to 57) I16H. >GSP : Y68075 | Y68075 | Kunitz . 
Human Kunitz-type serine protease inhibitor d. 
Human Kunitz-type serine protease inhibitor d. 
Kunitz protease inhibitor analogue protein se . 
amyloid precursor protein homolog - human (fr. 
Alpha mating f actor : KPI ( -4 - 57 ;M15A, I16H) enco. 
Human Kunitz-type serine protease inhibitor d. 
Human Kunitz-type serine protease inhibitor d. 
Kunitz protease inhibitor analogue protein se. 
Kunitz protease inhibitor variant DD170 . 
Kunitz protease inhibitor variant DD118. 
Aprotinin analogue #6 with reduced nephrotoxi . 
Aprotinin analogue #7 with reduced nephrotoxi. 
KPK-4 to 57) I16H, G38Y. >GSP : Y68140 | Y6814 0 | . 
Human placental bikunin. 
Human placental bikunin. 
Human placental bikunin. 
Human placental bikunin. 
Human placental bikunin. 
Human placental bikunin. 

Hepatocyte growth factor activator inhibitor. . 
Human placental bikunin. 

Human Kunitz-type serine protease inhibitor d. 

Wild-type human Kunitz domain, zkunS. 

Human zkunS protein (portion) . 

Human Kunitz-type protease inhibitor. 
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Alpha mating f actor : KPI ( -4 - 57 ;M15L, S17F) enco. . . 
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KPI(-4 to 57) S17F. >GSP : Y68081 | Y68081 | Kunitz .. . 
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Kunitz protease inhibitor analogue protein se . . . 
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KPI(-4 to 57) M15A, S17F. >GSP : Y68042 | Y68042 | . . . 
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Alpha mating f actor : KPI ( -4 - 57 ;M15A, S17F) enco... 
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Kunitz type active site inhibitor domain IV-4 . . . 
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Kunitz protease inhibitor variant BG006. 
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Kunitz protease inhibitor variant DD116. 
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Kunitz protease inhibitor variant TW6191. 
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KPI (-4 to 57) M15A, S17Y. >GSP : Y6 803 6 | Y6 803 6 | . . . 
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Human secreted protein 4 . 
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Kunitz protease inhibitor variant TW6167. 
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KPI (-4 to 57) S17W. >GSP :Y68083 | Y68083 | Kunitz .. . 
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Novel fusion protein TFKD1 . 


40 


0.001 


Kunitz protease inhibitor variant TW6179. 
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Kunitz protease inhibitor variant TW6188. 
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Kunitz protease inhibitor variant TW6170. 
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Gly20Ala mutant human zkunS Kunitz domain. 
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KPI (-4 to 57) I16K. >GSP : Y68078 j Y68078 j Kunitz . 
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KPI ( -4 to 57 ) S17I . 
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Kunitz protease inhibitor variant DD109. 
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Kunitz protease inhibitor variant DD122 . 
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Kunitz protease inhibitor variant BG024 . 
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Kunitz protease inhibitor variant BG040. 
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Plasmid pSVMT-APPI carrying novel amyloid pre... 
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Sequence of amyloid precursor protein (APP) . 
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Protein sDOG deduced from insert of plasmid p. . . 
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Protein sDJ deduced from insert of plasmid pS . . . 


3 9 


0 . 002 


KPI (-4 to 57) R40A. >GSP : Y68117 | Y68117 | Kunitz .. . 
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KPI (-4 to 57) M15G, S17Y. >GSP : Y6812 9 | Y6812 9 | . . . 
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KPI (-4 to 57) I16A. >GSP : Y68076 | Y68076 | Kunitz .. . 
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Kunitz protease inhibitor variant BG031. 
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Kunitz protease inhibitor variant TW6157. 
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Kunitz protease inhibitor variant TW6189. 
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Kunitz protease inhibitor variant DD131. 
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Yeast mating- factor and KPI-P48 protein seque . . . 
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KPI-P48 protein sequence Fig 42. 
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Kunitz protease inhibitor variant BG015 . 
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Kunitz protease inhibitor variant BG030. 
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hypothetical Alzheimer's disease amyloid beta... 
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blast result 



GNP:X06981 X06981_l | Human mRNA fragment for amyloid beta-protei. 
GNP:X06982 X06982_l | Human mRNA fragment for amyloid beta-protei. 
GSP:W30063 W30063 EST R74593 protein. 
GSP:W30049 W30049 Human placental bikunin . 
GSP:W30050 W30050 Human placental bikunin. 

SP:P52788 000544 | SPSY__HUMAN| SPERMINE SYNTHASE (EC 2.5.1.22) (SP. 
PIR:S54160 | S54160 | spermine synthase (EC 2.5.1.22) - human >GNP : . 
STR : Q9UQS1 j Q9UQS1 | SPERMIDINE AMINOPROPYLTRANSFERASE (FRAGMENT) 
RTR:BAA20005|BAA20005|5'OY11.1 PROTEIN (FRAGMENT). >GNP : D87009 I . 
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>GSP: Y3 592 8 \ Y3 5928 \ Extended human secreted protein sequence, SEQ 
ID NO. 177 . 
Length = 99 

Score = 214 bits (539) , Expect = 4e-56 

Identities = 99/99 (100%), Positives = 99/99 (100%) 

Query: 1 MKSAKLGFLLRFFI FCSLNTLLLGGVNKI AEKI CGDLKDPCKLDMNFGSCYEVHFRYFYN 60 

MKSAKLGFLLRFFI FCSLNTLLLGGVNKI AEKI CGDLKDPCKLDMNFGSCYEVHFRYFYN 
Sbjct : 1 MKSAKLGFLLRFFI FCSLNTLLLGGVNKI AEKI CGDLKDPCKLDMNFGSCYEVHFRYFYN 60 



Query: 61 RTS KRCETFVFSGCNGNLNNFKLKI EREVACVAKYKP PR 99 

RTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPPR 
Sbjct: 61 RTS KRCETFVFSGCNGNLNNFKLKI EREVACVAKYKPPR 99 



>GSP: Y36054 \ Y36054 \ Extended human secreted protein sequence, SEQ 
ID NO. 43 9 . 
Length = 99 

Score = 210 bits (529) , Expect = 5e-55 
Identities = 97/99 (97%), Positives = 97/99 (97%) 

Query : 1 MKSAKLGFLLRFFI FCSLNTLLLGGVNKI AEKI CGDLKDPCKLDMNFGSCYEVHFRYFYN 60 

MKSAKLGFLLRFFIFCSLNTLLLGGVNKIAEKI CGDLKDPCKLDMNFGSCYEVHFRYFYN 
Sbjct : 1 MKSAKLGFLLRFFI FCSLNTLLLGGVNKI AEKI CGDLKDPCKLDMNFGSCYEVHFRYFYN 60 

Query: 61 RTS KRCETFVFSGCNGNLNNFKLKI EREVACVAKYKP PR 99 

RTSKRCETFVFS CNGNLNNFKLKI EREV CVAKYKP PR 
Sbjct: 61 RTS KRCETFVFSS CNGNLNNFKLKI EREVX CVAKYKP PR 99 



>GSP: Y12791 \ Y12791 \ Human 5' EST secreted protein SEQ ID NO:381. 
Length = 80 

Score = 170 bits (427) , Expect - 5e-43 
Identities = 78/79 (98%), Positives = 78/79 (98%) 

Query : 1 MKSAKLGFLLRFFI FCSLNTLLLGGVNKI AEKI CGDLKDPCKLDMNFGSCYEVHFRYFYN 60 

MKSAKLGFLLRFFIFCSLNTLLLGGVNKIAEKI CGDLKDPCKLDMNFGSCYEVHFRYFYN 
Sbjct : 1 MKSAKLGFLLRFFI FCSLNTLLLGGVNKI AEKI CGDLKDPCKLDMNFGSCYEVHFRYFYN 60 

Query: 61 RTSKRCETFVFSGCNGNLN 79 

RTSKRCETFVFS CNGNLN 
Sbjct: 61 RTS KRCETFVFSS CNGNLN 79 



>GSP :R81936\ R81936 \ Human ITI-K1 Kunitz domain derived protein 
DKI-4 .1.1. 
Length = 58 

Score = 57.0 bits (135), Expect = 8e-09 
Identities = 26/54 (48%) , Positives = 31/54 (57%) 

Query: 38 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C H RYFYN TS CETF + GC GN NNF + E C 
Sbjct: 2 EDSCQLGYDAGPCRGAHPRYFYNGTSMACETFSYGGCGGNGNNFVTEKECLQTC 55 



>SP: P02760 P02759 PQ0 977 \ AMBP_HUMAN \ AMBP PROTEIN PRECURSOR 
[CONTAINS : ALPHA- 1 -MICROGLOBULIN (PROTEIN 
HC) (COMPLEX -FORMING GLYCOPROTEIN HETEROGENEOUS IN 
CHARGE) ; INTER- ALPHA-TRYPSIN INHIBITOR LIGHT CHAIN 
(ITI-LC) (BIKUNIN) (HI-30)]. >PIR:S13433 S10778 A93642 
A90074 A90225 A90686 PN0450 B39079 A61580 B25604 C34245 
A25303 A53110 S03552 S28930 S43466 A53642 S55688 152208 
S59509 S66434 S68728 S02431 
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A03 217 | HCHU | alpha- 1 -microglobulin/ inter -alpha- trypsin 
inhibitor precursor - human >GNP :X54816 | X54816_l | Homo 
sapiens gene for alpha- 1-microglobulin-bikunin, exons 
1-5 (encoding alpha- 1 -microglobulin, N- terminus .) ; 
alphal -microglobulin. >GNP:X04 4 94 |X044 94_1 | Human mRNA 
for alpha- 1 -microglobul in and HI -3 0; precursor 
polypeptide. >GNP :X04225 | X04225_l | Human mRNA for protein 
HC (alpha-l-microglobulin) . >GNP:M88249 | M88249_l | Human 
inter-alpha- trypsin inhibitor light chain (ITI) gene, 
exons 7-10. 
Length = 352 



Score =53.9 bits (127), Expect = 7e-08 
Identities = 25/54 (46%) , Positives = 31/54 (57%) 



Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C + RYFYN TS CETF + GC GN NNF + E C 
Sbjct: 228 EDSCQLGYSAGPCMGMTSRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 281 



Score = 28.6 bits (62), Expect = 3.0 

Identities = 19/70 (27%), Positives = 27/70 (38%), Gaps = 3/70 (4%) 

Query: 2 5 GVNKIAEKICGDL KD P C KLDMN FG S C Y E VH FRY F YNRT S KR C E T F V F S G CNGNLNN F 81 

GN+EKC CL+GC + + + +C F + GC GN N F 

Sbjct: 268 GNNFVTEKECLQTCRTVAACNLPIVRGPCRAFIQLWAFDAVKGKCVLFPYGGCQGNGNKF 327 

Query: 8 2 KLKIEREVAC 91 

+ E C 
Sbjct: 328 YSEKECREYC 337 



>GSP: R92237 \ R92237 \ Human wild- type urinary trypsin inhibitor . 
>GSP:W25928\W2S928\Anti- trypsin inhibitor UTI . 
Length = 147 

Score =53.9 bits (127), Expect = 7e-08 
Identities = 25/54 (46%), Positives = 31/54 (57%) 

Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C + RYFYN TS CETF + GC GN NNF + E C 
Sbjct: 23 EDSCQLGYSAGPCMGMTSRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 76 



Score = 28.6 bits (62), Expect = 3.0 

Identities = 19/70 (27%), Positives = 27/70 (38%), Gaps = 3/70 (4%) 

Query: 25 GVNKIAEKICGDL KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

GN+EKC CL+GC +++ +CF+GCGNNF 

Sbjct : 63 GNN FVTE KE CLQTCRTVAACNL P I VRG PCRAF I QLWAFDAVKGKCVL F P YGGCQGNGNKF 122 

Query: 82 KLKIEREVAC 91 

+ E C 
Sbjct: 123 YSEKECREYC 132 



>GSP:R78553\R78553\ Human ITI Kunitz domain 1. 

>GSP : W64 115 \W64 115 \ Human Kunitz -type serine protease 
inhibitor domain #11. >GSP : W92862 | W92862 | US5880256 Seq 
ID 38. 
Length = 58 

Score = 53.9 bits (127), Expect = 7e-08 
Identities = 25/54 (46%), Positives = 31/54 (57%) 



Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C + RYFYN TS CETF + GC GN NNF + E C 
Sbjct: 2 EDSCQLGYSAGPCMGMTSRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 55 



>GSP:R99217\R99217\ Inter alpha trypsin inhibitor (ITI) light 
chain . 
Length = 55 

Score = 53.9 bits (127), Expect = 7e-08 
Identities = 25/54 (46%), Positives = 31/54 (57%) 
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Query: 38 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C + RYFYN TS CETF + GC GN NNF + E C 
Sbjct: 2 EDSCQLGYSAGPCMGMTSRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 55 



>GSP: P81110 | P81110 | Sequence of new fusion protein contg. 

alpha- 1 -microglobulin (AMG)and the HI-30 region of 
inter-alpha- trypsin inhibitor (III) light chain. 
Length = 352 

Score = 53.9 bits (127), Expect = 7e-08 
Identities = 25/54 (46%) , Positives = 31/54 (57%) 

Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C + RYFYN TS CETF + GC GN NNF + E C 
Sbjct: 228 EDSCQLGYSAGPCMGMTSRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 281 



Score = 28.6 bits (62), Expect =3.0 

Identities = 19/70 (27%), Positives = 27/70 (38%), Gaps « 3/70 (4%) 

Query: 2 5 GVNKI AEKI CGDL KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

GN+EKC CL+GC + + + +C F + GC GN N F 

Sbjct: 2 68 GNNFVTEKECLQTCRTVAACNLPIVRGPCRAFIQLWAFDAVKGKCVLFPYGGCQGNGNKF 32 7 



Query: 82 KLKI ERE VAC 91 

+ E C 
Sbjct: 32 8 YSEKECREYC 3 37 



>STR:P78491 \P78491 \ ALPHA- 1 -MICROGLOBULIN (FRAGMENT) . 
>GNP:X54818\X54818_l\Human gene for 

alpha-l-microglobulin-bikunin, exons 7-10 (encoding 
linker peptide and bikunin) ; alpha- l-microglobulin . 
Length = 151 

Score = 53.9 bits (127), Expect = 7e-08 
Identities = 25/54 (46%) , Positives = 31/54 (57%) 

Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C + RYFYN TS CETF + GC GN NNF + E C 
Sbjct: 27 EDSCQLGYSAGPCMGMTSRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 80 



Score = 28.6 bits (62), Expect = 3.0 

Identities = 19/70 (27%), Positives = 27/70 (38%), Gaps = 3/70 (4%) 

Query: 2 5 GVNKI AEKI CGDL KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

GN+EKC CL+GC +++ +CF+GCGNNF 

Sbjct : 6 7 GNNFVTEKECLQTCRTVAACNLPIVRGPCRAFIQLWAFDAVKGKCVLFPYGGCQGNGNKF 12 6 

Query: 82 KLKI ERE VAC 91 

+ E C 
Sbjct: 127 YSEKECREYC 136 



>GSP:W69522\ W69522\ rUTI protein SEQ ID NO:24 from W09829453 Claim 
14 . 

Length = 147 

Score =53.9 bits (127), Expect = 7e-08 
Identities = 25/54 (46%) , Positives = 31/54 (57%) 

Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C + RYFYN TS CETF + GC GN NNF + E C 
Sbjct: 23 EDSCQLGYSAGPCMGMTSRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 76 



Score = 27.8 bits (60), Expect = 5.2 

Identities = 19/70 (27%), Positives = 26/70 (37%), Gaps = 3/70 (4%) 

Query : 2 5 GVNKI AEKI CGDL KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

GN+EKC CL+GC +++ CF+GCGNNF 

Sbjct : 63 GNNFVTEKECLQTCRTVAACNLPIVRGPCRAFIQLWAFDAVKGNCVLFPYGGCQGNGNKF 122 



Query: 82 KLKI ERE VAC 91 
+ E C 
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Sbjct: 123 YSEKECREYC 132 



>GSP: R99157\R99157\ Human aprotinin- like Kunitz domain (ITI-D1) . 
Length = 58 

Score = 53.5 bits (126), Expect = 9e-08 
Identities = 23/44 (52%), Positives = 28/44 (63%) 



Query: 3 8 KIJPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+D C+L + G C + RYFYN TS CETF + GC GN NNF 
Sbjct: 2 EDSCQLGYSAGPCMGMTSRYFYNGTSMACETFQYGGCMGNGNNF 45 



>GSP:R92233 \ R92233 \ Human mature urinary trypsin inhibitor with 
modified kunitz domain 1. 
Length = 124 

Score = 53.1 bits (125), Expect = le-07 
Identities = 25/54 (46%) , Positives = 30/54 (55%) 

Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C RYFYN TS CETF + GC GN NNF + E C 

Sbjct: 2 EDSCQLGYSAGPCIAFFPRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 55 



Score = 28.6 bits (62), Expect = 3.0 

Identities = 19/70 (27%), Positives = 27/70 (38%), Gaps = 3/70 (4%) 

Query: 25 GVNKI AEKI CGDL KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

GN+EKC CL+GC + + + +CF+GCGNNF 

Sbjct : 42 GNNFVTE KE CLQTCRTVAACNLP I VRGPCRAF I QLWAFDAVKGKCVLFP YGGCQGNGNKF 101 



Query: 82 KLKIEREVAC 91 

+ E C 
Sbjct: 102 YSEKECREYC 111 



>GSP ; R92235\ R92235\ Human urinary trypsin inhibitor with modified 
kunitz domain 1. 
Length = 145 

Score =53.1 bits (125), Expect = le-07 
Identities = 25/54 (46%) , Positives = 30/54 (55%) 



Query: 38 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C RYFYN TS CETF + GC GN NNF + E C 

Sbjct: 23 EDSCQLGYSAGPCIAFFPRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 76 



Score = 28.6 bits (62), Expect =3.0 

Identities = 19/70 (27%), Positives =27/70 (38%), Gaps = 3/70 (4%) 

Query : 25 GVNKI AEKI CGDL KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

GN+EKC CL+GC +++ +CF+GCGNNF 

Sbjct : 63 GNNFVTEKECLQTCRTVAACNLPIVRGPCRAFIQLWAFDAVKGKCVLFPYGGCQGNGNKF 122 



Query: 82 KLKIEREVAC 91 

+ E C 
Sbjct: 123 YSEKECREYC 132 



>GSP:R92238\ R92238\ Human UTI modified kunitz domain 1 and flanking 
sequences . 
Length = 74 

Score =53.1 bits (125), Expect = le-07 
Identities = 25/54 (46%) , Positives = 30/54 (55%) 



Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+D C+L + G C RYFYN TS CETF + GC GN NNF + E C 

Sbjct: 5 EDSCQLGYSAGPCIAFFPRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 58 



>GSP:W25929\ W25 929 \ Ant i- trypsin inhibitor UTI Kunitz domain 1. 
Length = 51 
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Score = 51.9 bits (122), Expect = 3e-07 
Identities = 24/51 (47%), Positives = 29/51 (56%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C+L + G C RYFYN TS C+TFV+ GC GN NNF + E C 

Sbjct: 1 CQLGYSAGPCIAFFPRYFYNGTSMACQTFVYGGCMGNGNNFVTEKECLQTC 51 



>GSP:R81915\R81915\LACI Kunitz domain LACI-K2 derived protein 
DKI-1 .2.1. 
Length = 5 8 

Score = 51.5 bits (121), Expect = 4e-07 
Identities = 23/53 (43%) , Positives = 31/53 (58%) 

Query: 39 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C H R+FYN + K+CE F + GC GN NNF+ E + C 
Sbjct: 3 DFCFLEEDGGRCRGAHPRWFYNNQTKQCEEFSYGGCGGNNNNFETLEECKNIC 55 



>GSP :W61536\W6153 6\ Human tissue factor pathway inhibitor-2 
(TFPI-2) . 
Length = 213 

Score = 51.5 bits (121), Expect = 4e-07 
Identities = 23/70 (32%) , Positives = 39/70 (54%) 

Query: 30 AEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREV 89 

A++ G+ + C L + + +G C + RY+Y+R ++ C F++ GC GN NNF + 
Sbjct : 3 AQEPTGNNAEICLLPLDYGPCRALLLRYYYDRYTQSCRQFLYGGCEGNANNFYTWEACDD 62 

Query: 90 ACVAKYKP PR 99 

AC K P+ 
Sbjct: 63 ACWRIEKVPK 72 

Score = 41.0 bits (94), Expect - 5e-04 

Identities = 21/65 (32%), Positives = 31/65 (47%), Gaps = 2/65 (3%) 

Query: 34 CGDLKDP- - CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C K P C + G C RY++N + C+ F ++GC GN NNF + + + AC 

Sbjct: 127 CAPKKI PSFCYSPKDEGLCSANVTRYYFNPRYRTCDAFTYTGCGGNDNNFVSREDCKRAC 186 

Query: 92 VAKYK 96 
K 

Sbjct: 187 AKALK 191 



Score = 29.0 bits (63), Expect = 2.3 

Identities = 16/60 (26%), Positives = 27/60 (44%), Gaps = 3/60 (5%) 

Query : 4 1 CKLDMNFGS - CYE VHFRYFYNRTSKRCETFV FSGCNGNLNNFKLKIE REV ACVAKYKP PR 9 9 

C+L ++ C +YF+N +S CE F GC + N + + E C+ P + 

Sbjct : 74 CRLQVSVDDQCEGSTEKYFFNLSSMTCEKFFSGGC- -HRNRIENRFPDEATCMGFCAPKK 131 



>SP:P48307\ TFP2_HUMAN\ TISSUE FACTOR PATHWAY INHIBITOR 2 PRECURSOR 
(TFPI-2) (PLACENTALPROTEIN 5) (PP5) . 

>GSP: R7497 7 | R74 977 \ Human Kunitz- type protease-inhibitor 
TFPI-2. >PIR:A54951 155185 A34029 C34029 
B34029 | A54951 | tissue factor pathway inhibitor-2 
precursor - human >GNP : AC002 076 | AC002076_3 | Human BAC 
clone GS1-345D13 from 7q31-q32, complete sequence ; 
GS345D13.1; match to cDNA D29992 (NID : g4 84 05 0 ) ; coded 
for by human cDNA D29992 (NID :g484050) . 

>GNP:L27624\L27624_l\Homo sapiens tissue factor pathway 
inhibitor-2 mRNA, complete cds; putative. 
>GNP:D29992\D29992_l\Homo sapiens mRNA for placental 
protein 5 (PP5), complete cds; putative. 
Length = 235 

Score = 51.5 bits (121), Expect = 4e-07 
Identities = 23/70 (32%) , Positives = 39/70 (54%) 



Query: 3 0 AEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREV 89 

A++ G+ + C L +++G C + RY+Y+R ++ C F++ GC GN NNF + 
Sbjct: 25 AQEPTGNNAEICLLPLDYGPCRALLLRYYYDRYTQSCRQFLYGGCEGNANNFYTWEACDD 84 
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Query: 90 ACVAKYKPPR 99 

AC K P+ 
Sbjct: 85 ACWRIEKVPK 94 

Score = 41.0 bits (94), Expect = 5e-04 

Identities = 21/65 (32%) , Positives = 31/65 (47%) , Gaps = 2/65 (3%) 

Query : 34 CGDLKDP- - CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C K P C + G C RY++N + C+ F + +GC GN NNF + + + AC 

Sbjct: 149 CAPKKI PSFCYSPKDEGLCSANVTRYYFNPRYRTCDAFTYTGCGGNDNNFVSREDCKRAC 208 

Query: 92 VAKYK 96 
K 

Sbjct: 209 AKALK 213 
Score = 29.0 bits (63), Expect =2.3 

Identities = 16/60 (26%), Positives = 27/60 (44%), Gaps = 3/60 (5%) 

Query : 4 1 CKLDMNFGS -CYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIE REV ACVAKYKPPR 99 

C+L + + C + YF+N + S CE F GC + N + + E C+ P + 

Sbjct : 96 CRLQVSVDDQCEGSTEKYFFNLSSMTCEKFFSGGC- -HRNRIENRFPDEATCMGFCAPKK 153 

>GSP:R42309\R42309\LAC1 gene product. 
Length = 304 

Score = 51.2 bits (120), Expect = 5e-07 
Identities = 24/53 (45%) , Positives = 31/53 (58%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN SK+CE F + GC GN+NNF+ E + C 

Sbjct: 123 DFCFLEEDPGICRGYITRYFYNNQSKQCERFKYGGCLGNMNNFETLEECKNTC 175 

Score = 43.8 bits (101), Expect = 8e-05 
Identities = 17/51 (33%), Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N + + + CE F+ + GC GN N F+ E + C 

Sbjct: 54 CAFKPDDGPCKAIMKRFFFNIFTRQCEEFI YGGCGGNQNRFESMEECKKVC 104 

Score = 41.8 bits (96), Expect = 3e-04 
Identities = 20/51 (39%) , Positives = 25/51 (48%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C R++YN + C F + SGC GN NNF K E AC 

Sbjct: 217 CLAPADRGLCRANENRFYYNSVIGKCRPFKYSGCGGNENNFTSKRECLRAC 267 

>GSP:R8192l\R8192l\Human TFPI-2 domain 3 Kunitz domain derived 
peptide DKI-3.1.1. 
Length = 58 

Score = 51.2 bits (120), Expect = 5e-07 
Identities = 19/41 (46%), Positives = 26/41 (63%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

C L ++ G C H RY+Y+R ++ CE F + GC GN NNF 
Sbjct: 5 CLLPLDGGPCRAAHLRYYYDRYTQSCEQFSYGGCEGNANNF 4 5 

>GSP:R92231 | R92231 \ Human urinary trypsin inhibitor modified kunitz 
domain 1 . 
Length = 51 

Score = 50.8 bits (119), Expect = 6e-07 
Identities = 24/51 (47%) , Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C+L + G C RYFYN TS CETF + GC GN NNF + E C 

Sbjct: 1 CQLGYSAGPCIAFFPRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTC 51 
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>GSP: W00017\ W00017 | TFPI chimeric protein. 
Length = 161 

Score = 50.0 bits (117), Expect = le-06 
Identities = 23/53 (43%) , Positives = 32/53 (59%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN+ + K+CE F + GC GN+NNF+ E + C 

Sbjct: 95 DFCFLEEDPGICRGYITRYFYNQQTKQCERFKYGGCLGNMNNFETLEECKNIC 147 

Score = 43.4 bits (100), Expect = le-04 
Identities = 17/51 (33%) , Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N + + + CE F+ + GC GN N F+ E + C 
Sbjct: 26 CAFKADDGPCRAIMKRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECKKMC 76 

>GSP:R92265\ R92265\ TFPI mutein, Lys36Arg. 
Length = 276 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%) , Positives = 31/53 (58%) 

Query: 39 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN + K+CE F + GC GN+NNF+ E + C 

Sbjct: 95 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 147 

Score = 43.4 bits (100), Expect ~ le-04 
Identities = 17/51 (33%), Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N +++CE F++ GC GN N F+ E + C 
Sbjct: 26 CAFKADDGPCRAIMKRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECKKMC 76 

Score = 41.8 bits (96), Expect = 3e-04 
Identities = 20/51 (39%), Positives = 25/51 (48%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C R++YN +C F +SGC GN NNF K E AC 

Sbjct: 189 CLTPADRGLCRANENRFYYNSVIGKCRPFKYSGCGGNENNFTSKQECLRAC 239 

>GSP :R9201l\R9201l\Ubiquitin-TFPI fusion protein. 
Length =3 52 

Score - 49.6 bits (116), Expect = le-06 
Identities - 23/53 (43%) , Positives = 31/53 (58%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN +K+CE F + GC GN+NNF+ E + C 

Sbjct: 171 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 223 

Score = 43.4 bits (100), Expect = le-04 
Identities = 17/51 (33%) , Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N +++CE F++ GC GN N F+ E + C 
Sbjct: 102 CAFKADDGPCKAIMKRFFFNIFTRQCEEFI YGGCEGNQNRFESLEECKKMC 152 

Score = 41.8 bits (96), Expect = 3e-04 
Identities = 20/51 (39%) , Positives = 25/51 (48%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C R++YN +C F +SGC GN NNF K E AC 

Sbjct: 265 CLTPADRGLCRANENRFYYNSVIGKCRPFKYSGCGGNENNFTSKQECLRAC 315 

>GSP:W47435\W47435\Aprotinin variant 4. 
Length = 57 

Score = 49.6 bits (116), Expect = le-06 
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Identities = 22/45 (48%), Positives = 26/45 (56%) 

Query: 38 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

+D C + G C RYFYN T+ CETFV+ GC N NNFK 

Sbjct: 1 RDFCLEPPSTGPCRAS I IRYFYNATAGLCETFVYGGCRANRNNFK 45 

>STR : 095103 \ 095103 \ TISSUE FACTOR PATHWAY INHIBITOR BETA. 

>GNP: AF02 1834 \AF021834_l\ Homo sapiens tissue factor 
pathway inhibitor beta (TFPIbeta) mRNA, complete cds; 
Kunitz-type protease inhibitor. 
Length = 251 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%), Positives = 31/53 (58%) 

Query: 39 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN + K+CE F + GC GN+NNF+ E + C 

Sbjct: 123 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 175 

Score = 43.4 bits (100), Expect = le-04 
Identities = 17/51 (33%) , Positives * 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N + + + CE F+ + GC GN N F+ E + C 
Sbjct: 54 CAFKADDGPCKAIMKRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECKKMC 104 

>GSP :W3 03 ll\W3 03 ll\ Recombinant non- glycosylated TFPI . 

>GSP:W61535\W61535\Human tissue factor pathway inhibitor 
(TFPI) . 
Length = 276 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%) , Positives = 31/53 (58%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN + K+CE F + GC GN+NNF+ E + C 

Sbjct: 95 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 147 

Score = 43.4 bits (100), Expect = le-04 
Identities = 17/51 (33%), Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N +++CE F++ GC GN N F+ E + C 

Sbjct: 26 CAFKADDGPCKAIMKRFFFNIFTRQCEEFI YGGCEGNQNRFESLEECKKMC 76 

Score = 41.8 bits (96), Expect = 3e-04 
Identities = 20/51 (39%) , Positives = 25/51 (48%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C R++YN +C F +SGC GN NNF K E AC 

Sbjct: 189 CLTPADRGLCRANENRFYYNSVIGKCRPFKYSGCGGNENNFTSKQECLRAC 239 

>GSP: Y10213 \ Y70273 \ Human tissue factor pathway inhibitor protein 
(TFPI) . 
Length = 304 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%) , Positives = 31/53 (58%) 

Query : 39 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN +K+CE F + GC GN+NNF+ E + C 

Sbjct: 123 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 175 

Score = 41.8 bits (96), Expect ~ 3e-04 
Identities = 20/51 (39%) , Positives = 25/51 (48%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C R+ + YN +C F +SGC GN NNF K E AC 

Sbjct: 217 CLTPADRGLCRANENRFYYNSVIGKCRPFKYSGCGGNENNFTSKQECLRAC 267 
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Score = 40.2 bits (92), Expect = 0.001 
Identities = 16/51 (31%), Positives = 27/51 (52%) 

Query: 41 CKLDMNFGS CYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKI EREVAC 91 

C + G C + R+F+N + + + CE F++ GC N N F+ E + C 

Sbjct: 54 CAFKADDGPCKAIMKRFFFNIFTRQCEEFI YGGCEENQNRFESLEECKKMC 104 



>GSP:R39802\R39802\TFPI 2. 

>GSP: R81914 | R81914 \ Lipoprotein-associated coagulation 
inhibitor Kunitz domain LACI-K2. 

>GSP: R99189 | R99189 | Human aprotinin-like Kunitz domain 
(LACI-D2) . >GSP :W64113 | W64113 | Human Kunitz-type serine 
protease inhibitor domain #9. 
>GSP: W92860] W92860\ US5880256 Seq ID 36. 
Length = 58 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%), Positives = 31/53 (58%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKI EREVAC 91 

D C L+ + G C RYFYN +K+CE F + GC GN+NNF+ E + C 

Sbjct: 3 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 55 



>GSP: Y70272 \ Y70272 | Human mutant tissue factor pathway inhibitor 
protein (TFPI ) . 
Length = 304 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%), Positives = 31/53 (58%) 

Query: 39 DPCKLDMNFGS CYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKI EREVAC 91 

D C L+ + G C RYFYN + K+CE F + GC GN+NNF+ E + C 

Sbjct: 123 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 175 



Score = 41.8 bits (96), Expect = 3e-04 
Identities = 20/51 (39%) , Positives = 25/51 (48%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKI EREVAC 91 

C + G C R++YN +C F +SGC GN NNF K E AC 

Sbjct: 217 CLTPADRGLCRANENRFYYNSVIGKCRPFKYSGCGGNENNFTSKQECLRAC 267 



Score = 40.2 bits (92), Expect = 0.001 
Identities = 16/51 (31%) , Positives = 27/51 (52%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKI EREVAC 91 

C + G C + R+F+N +++CE F++ GC N N F+ E + C 

Sbjct: 54 CAFKADDGPCKAIMKRFFFNIFTRQCEEFI YGGCEENQNRFESLEECKKMC 104 



>RTR:CAA01311\CAA01311\ KUNITZ-TYPE PROTEASE INHIBITOR. 

>GNP:A17003\A17003_l\ Kunitz- type protease inhibitor 
domain 1 of TFPI seq ID No : 3. 
Length = 255 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%) , Positives = 31/53 (58%) 

Query: 39 DPCKLDMNFGS CYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKI EREVAC 91. 

D C L+ + G C RYFYN +K+CE F + GC GN+NNF+ E + C 

Sbjct: 74 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 126 



Score = 43.4 bits (100), Expect = le-04 
Identities = 17/51 (33%) , Positives = 28/51 (54%) 

Query: 41 CKLDMNFGS CYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKI EREVAC 91 

C + G C + R+F+N +++CE F++ GC GN N F+ E + C 

Sbjct: 5 CAFKADDGPCKAIMKRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECKKMC 55 



Score = 41.8 bits (96), Expect = 3e-04 
Identities = 20/51 (39%) , Positives = 25/51 (48%) 
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Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C R++YN +C F +SGC GN NNF K E AC 

Sbjct: 168 CLTPADRGLCRANENRFYYNSVIGKCRPFKYSGCGGNENNFTSKQECLRAC 218 

>GSP:R23799\R23799\LACI fragment 90 - 160. 
Length = 71 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%), Positives = 31/53 (58%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN +K+CE F + GC GN+NNF+ E + C 

Sbjct: 6 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 58 

>SP:P10646\ TFPI_HUMAN\ TISSUE FACTOR PATHWAY INHIBITOR PRECURSOR 
(TFPI) (LIPOPROTEIN-ASSOCIATED COAGULATION INHIBITOR) 
(LACI) (EXTRINSIC PATHWAY INHIBITOR) (EPI) . 
>GSP : R81884 | R81884 \ Lipoprotein -associated coagulation 
inhibitor (LACI). >GSP : R67994 | R67994 | Tissue factor 
pathway inhibitor. >GSP : Y49557 | Y49557 | Human lipoprotein 
associated coagulation inhibitor protein sequence. 
>PIR:A23712 A39176 A28650 A60433 B60433 S13034 A34315 
A38294 S03903 | TIHUGK| tissue factor pathway inhibitor 
precursor - human >GNP : JO 3 22 5 | JO 3 22 5_1 | Human 
lipoprotein-associated coagulation inhibitor mRNA, 
complete cds; lipoprotein-associated coagulation 
inhibitor precursor. >GNP :M58650 | M58650_l | Human 
lipoprotein associated coagulation inhibitor (LACI) 
gene, exon 9. >GNP :M59499 | M59499_l | Human 
lipoprotein-associated coagulation inhibitor (LACI) 
gene, exon 9 and complete cds. 
Length = 304 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%) , Positives = 31/53 (58%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN + K+CE F + GC GN+NNF+ E + C 

Sbjct: 123 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 175 

Score = 43.4 bits (100), Expect = le-04 
Identities = 17/51 (33%), Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N + + + CE F+ + GC GN N F+ E + C 

Sbjct: 54 CAFKADDGPCKAIMKRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECKKMC 104 

Score = 41.8 bits (96), Expect - 3e-04 
Identities = 20/51 (39%) , Positives = 25/51 (48%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C R++YN +C F +SGC GN NNF K E AC 

Sbjct: 217 CLTPADRGLCRANENRFYYNSVIGKCRPFKYSGCGGNENNFTSKQECLRAC 267 

>GSP:R23800\R23800\LACI fragment 1 - 160, 
Length = 160 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%) , Positives = 31/53 (58%) 

Query: 39 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN +K+CE F + GC GN+NNF+ E + C 

Sbjct: 95 D FCFLEEDPGI CRGY I TRYF YNNQTKQCERFKYGGCLGNMNNFETLEECKNI C 147 

Score = 43.4 bits (100), Expect = le-04 
Identities = 17/51 (33%) , Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N +++CE F++ GC GN N F+ E + C 

Sbjct: 26 CAFKADDGPCKAIMKRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECKKMC 76 
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>GSP:P92002\P92002\Human tissue factor Inhibitor (TFI) . 
Length = 304 

Score = 49.6 bits (116), Expect = le-06 
Identities = 23/53 (43%), Positives = 31/53 (58%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN + K+CE F + GC GN+NNF+ E + C 

Sbjct: 123 DFCFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 175 



Score = 41.8 bits (96), Expect = 3e-04 
Identities = 20/51 (39%), Positives = 25/51 (48%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C R++YN + C F + SGC GN NNF K E AC 

Sbjct: 217 CLTPADRGLCRANENRFYYNSVIGKCRPFKYSGCGGNENNFTSKQECLRAC 267 



Score = 41.0 bits (94), Expect = 5e-04 
Identities = 16/51 (31%) , Positives = 27/51 (52%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N + + +CE F++ C GN N F+ E + C 
Sbjct: 54 CAFKADDGPCKAIMKRFFFNI FTRQCEEFI YGACEGNQNRFESLEECKKMC 104 



>GSP:R81933\R81933\Human HKI B9 domain Kunitz domain derived 
protein DKI - 6 . 1 . 
Length - 5 8 

Score = 48.8 bits (114), Expect = 2e-06 
Identities = 22/55 (40%), Positives = 28/55 (50%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

L + C M G C H R+F+N + CE F + GC GN NNF K + E C 
Sbjct: 1 LPNVCAFPMEDGPCRAAHPRWFFNFETGECEEFAYGGCGGNSNNFLRKEKCEKFC 55 



>GSP: R81 91 9 | R 81 91 9 \ Human collagen alpha -3 Kunitz domain derived 
protein DKI -2 . 1 . 
Length = 58 

Score = 48.8 bits (114), Expect = 2e-06 
Identities = 20/53 (37%) , Positives = 29/53 (53%) 

Query: 39 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D CKL + G+C H +++Y+ +KC F+GCGNNF +EE C 
Sbjct: 3 DICKLPKDEGTCRAAHLKWYYDPNTKS CAEFSYGGCGGNENKFGSQKECEKVC 55 



>GSP:R92258\R92258\TFPI-2 first Kunitz -type domain. 
Length = 51 

Score = 48.8 bits (114), Expect = 2e-06 
Identities = 17/41 (41%) , Positives = 27/41 (65%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

C L +++G C + RY+Y+R ++ C F++ GC GN NNF 
Sbjct: 1 CLLPLDYGPCRALLLRYYYDRYTQSCRQFLYGGCEGNANNF 41 



>GSP: R92259\R92259\TFPI second Kunitz-type domain. 
Length = 51 

Score = 48.8 bits (114), Expect = 2e-06 
Identities = 22/51 (43%) , Positives « 30/51 (58%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C L+ + G C RYFYN +K+CE F + GC GN+NNF+ E + C 

Sbjct: 1 CFLEEDPGICRGYITRYFYNNQTKQCERFKYGGCLGNMNNFETLEECKNIC 51 



>GSP: R74976\ R74976] Generic human Kunitz -type protease- inhibitor . 
Length = 53 
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Score = 48.8 bits (114), Expect = 2e-06 
Identities = 17/41 (41%) , Positives = 27/41 (65%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

C L + + + G C + RY+Y+R + + C F+ + GC GN NNF 
Sbjct: 3 CLLPLDYGPCRALLLRYYYDRYTQSCRQFLYGGCEGNANNF 4 3 



>GSP: R78547 \ R78547 \ Human TFPI-2 domain 1 Kunitz domain. 



>GSP: R8 192 0\R8 1920 
>GSP:R99173\R99173 
(TFPI2-D1) . 
Length = 5 8 



Human TFPI-2 domain 1 Kunitz domain. 
Human aprotinin-like Kunitz domain 



Score = 48.8 bits (114), Expect = 2e-06 
Identities = 17/41 (41%) , Positives = 27/41 (65%) 



Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

C L + + + G C + RY+Y+R ++ C F++ GC GN NNF 
Sbjct: 5 CLLPLDYGPCRALLLRYYYDRYTQSCRQFLYGGCEGNANNF 4 5 



>GSP:R81899\R81899\Kallikrein inhibitor protein KKI/3 (b) . 
Length - 58 

Score = 48.4 bits (113), Expect = 3e-06 
Identities = 18/51 (35%), Positives = 29/51 (56%) 



Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C +H R+F+N +++CE F++ GC GN N F+ E + C 

Sbjct: 5 CAFKADDGPCKAIHLRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECKKMC 55 



>GSP:W47432\W47432\Aprotinin variant 1. 
Length = 57 

Score = 48.4 bits (113), Expect = 3e-06 
Identities = 21/45 (46%) , Positives = 26/45 (57%) 

Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

+D C + G C RYFY+ T+ CETFV+ GC N NNFK 

Sbjct: 1 RDFCLEPPSTGPCRAAI IRYFYDATAGLCETFVYGGCRANRNNFK 45 



>GSP: Y70010 \ Y70010 \ Human Protease and associated protein-4 (PPRG-4) . 
Length = 164 

Score = 48.0 bits (112), Expect = 4e-06 

Identities = 24/67 (35%), Positives = 32/67 (46%), Gaps = 1/67 (1%) 

Query : 3 2 KICGDLK-DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVA 90 

K C DLK D C++ G C ++Y++ C FV+ GC GN NNF+ K 

Sbjct : 98 KKCLDLKQDVCEMPKETGPCLAYFLHWWYDKKDNTCSMFVYGGCQGNNNNFQSKANCLNT 157 



Query: 91 CVAKYKP 97 

C K P 
Sbjct: 158 CKNKRFP 164 



>GSP: R78389 \ R78389 \ Human lipoprotein-associated coagulation 
inhibitor . 
Length = 3 04 

Score = 48.0 bits (112), Expect = 4e-06 
Identities - 23/53 (43%), Positives = 30/53 (56%) 

Query: 39 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D C L+ + G C RYFYN +K CE F + GC GN+NNF+ E + C 

Sbjct: 123 DFCFLEEDPGICRGYITRYFYNNGTKGCERFKYGGCLGNMNNFETLEECKNIC 175 



Score = 43.4 bits (100), Expect *= le-04 
Identities = 17/51 (33%) , Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 
C + G C + R+F+N +++CE F++ GC GN N F+ E + C 
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Sbjct: 54 CAFKADDGPCKAIMKRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECKKMC 104 



Score - 41.8 bits (96), Expect = 3e-04 
Identities = 20/51 (39%) , Positives = 25/51 (48%) 



Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C R++YN + C F +SGC GN NNF K E AC 

Sbjct: 217 CLTPADRGLCRANENRFYYNSVIGKCRPFKYSGCGGNENNFTSKQECLRAC 267 



>GSP:R81917\R81917\LACI Kunitz domain LACI-K3 derived protein 
DKI- 1.3.1. 
Length = 58 

Score = 48.0 bits (112), Expect = 4e-06 
Identities = 22/51 (43%), Positives = 27/51 (52%) 

Query: 41 CKXDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C 4- G C H R++YN + CE F + SGC GN NNF K E AC 

Sbjct: 5 CLTPADDGPCRAAHPRFYYNSVIGKCEPFSYSGCGGNENNFTSKQECLRAC 55 



>STR:AAG00547\ AAGO 05 47 \ Eppin-2 . >GNP : AF286369\ AF286369_l\Homo 
sapiens eppin-2 (EPPIN2) mRNA, complete cds . 
Length = 117 

Score = 48.0 bits (112), Expect = 4e-06 

Identities = 24/67 (35%), Positives = 32/67 (46%), Gaps = 1/67 (1%) 

Query : 32 KICGDLK-DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVA 90 

K C DLK D C++ G C ++Y++ C FV+ GC GN NNF+ K 

Sbjct : 51 KKCLDLKQDVCEMPKETGPCLAYFLHWWYDKKDNTCSMFVYGGCQGNNNNFQSKANCLNT 110 



Query: 91 CVAKYKP 97 

C K P 
Sbjct: 111 CKNKRFP 117 



>GSP: W75219 | W75219 | Human secreted protein encoded by gene 24 clone 
HTEBY11 . >STR:AAG00546 | AAG00546 | Eppin-1 . 
>STR:AAG00548 j AAG00548 \ Eppin-3 . 

>STR:095925\095925\DJ4 61P17 .2 (PUTATIVE NOVEL PROTEIN 
WITH A WAP-TYPE (WHEY ACIDICPROTEIN) ' FOUR-DISULFIDE 
CORE' AND A KUNITZ /BOVINE PANCREATIC TRYPSIN INHIBITOR 
DOMAIN). >GNP : ALII 84 93 | AL1184 93_1 | Novel human gene 
mapping to chomosome 20. >GNP : AF2 8 63 6 8 | AF2 8636 8_1 | Homo 
sapiens eppin-1 (EPPIN1) mRNA, complete cds. 
>GNP:AF286370\ AF286370_1 \ Homo sapiens eppin-3 (EPPIN3) 
mRNA, complete cds. 
Length = 133 

Score = 48.0 bits (112), Expect = 4e-06 

Identities = 24/67 (35%), Positives = 32/67 (46%), Gaps = 1/67 (1%) 

Query : 3 2 KICGDLK-DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVA 90 

K C DLK D C++ G C ++Y++ C FV+ GC GN NNF+ K 

Sbjct : 6 7 KKCLDLKQDVCEMPKETGPCLAYFLHWWYDKKDNTCSMFVYGGCQGNNNNFQSKANCLNT 126 



Query: 91 CVAKYKP 97 

C K P 
Sbjct: 127 CKNKRFP 133 



>GSP: R22979\R22979\Aprotinin analogue #4 with reduced 
nephrotoxicity . 
Length = 111 

Score = 47.6 bits (111), Expect = 5e-06 
Identities = 23/54 (42%) , Positives = 30/54 (54%) 

Query: 29 IAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

+AE++ DC + G C RYFY+ T+ CETFV+ GC N NNFK 

Sbjct: 46 MAERLEKRRPDFCLEPPSTGPCKARI I RYFYDATAGLCETFVYGGCRANRNNFK 99 



>GSP:R39673 \ R39673 \ C- terminal Kunitz- type protease inhibitor 
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variant . 
Length = 58 

Score = 47.6 bits (111), Expect = 5e-06 
Identities = 20/53 (37%) , Positives = 30/53 (55%) 

Query: 39 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D CKL + G+C + + ++Y+ + K C FV+ GC GN N F + E E C 
Sbjct: 3 DICKLPKDTGTCLGLIIKWYYDPNTKSCARFVYGGCRGNENKFGSQKECEKVC 55 



>GSP:R22985\R22985\Aprotinin analogue #10 with reduced 
nephrotoxicity . 
Length = 109 

Score = 47.6 bits (111), Expect = 5e-06 

Identities = 23/54 (42%), Positives = 32/54 (58%), Gaps = 2/54 (3%) 

Query: 2 9 IAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

+AE+ + + +D C + G C RYFYN + C+TFV+ GC GN NNFK 

Sbjct: 46 MAERL- - EKRDFCLEPPSTGPCKARI IRYFYNAKAGLCQTFVYGGCRGNGNNFK 97 



>GSP: W47434 \ W47434 \ Aprotinin variant 3. 
Length = 57 

Score = 47.6 bits (111), Expect = 5e-06 
Identities = 21/45 (46%) , Positives = 26/45 (57%) 

Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

+D C + G C RYFY+ T+ CETFV+ GC N NNFK 

Sbjct: 1 RDFCLEPPSTGPCRASI IRYFYDATAGLCETFVYGGCRANRNNFK 45 



>GSP:R22983\R22983\ Aprotinin analogue #9 with reduced 
nephrotoxici ty . 
Length = 109 

Score = 47.6 bits (111), Expect = 5e-06 

Identities = 23/54 (42%), Positives = 32/54 (58%), Gaps = 2/54 (3%) 

Query: 29 IAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

+AE+ + + +D C + G C RYFY+ T+ CETFV+ GC N NNFK 

Sbjct: 46 MAERL- -EKRDFCLEPPSTGPCKARI IRYFYDATAGLCETFVYGGCRANRNNFK 97 



>GSP:W47433\W47433\ Aprotinin variant 2. 
Length - 57 

Score = 47.3 bits (110), Expect = 7e-06 
Identities = 21/45 (46%) , Positives 26/45 (57%) 

Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

+ D C + G C RYFY+ T+ CETFV+ GC N NNFK 

Sbjct: 1 RD FCLEP PS TGPCRARI IRYFYDATAGLCETFVYGGCRANRNNFK 45 



>GSP: R39677 | R39677 \ C- terminal Kunitz- type protease inhibitor 
variant . 
Length = 56 

Score = 46.9 bits (109), Expect = 9e-06 
Identities = 20/53 (37%), Positives = 29/53 (53%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D CKL + G+C + ++Y+ + K C FV+ GC GN N F + E E C 

Sbjct: 1 DICKLPKDTGTCKGAIIKWYYDPNTKSCARFVYGGCRGNENKFGSQKECEKVC 53- 



>GSP:R81898\R81898\Kallikrein inhibitor protein KKI/3 (a) . 
Length = 5 8 

Score = 46.9 bits (109), Expect = 9e-06 
Identities = 18/51 (35%), Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 
C + G C H R+F+N + ++CE F+ + GC GN N F+ E + C 
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Sbjct: 5 CAFKADDGRCKGAHLRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECKKMC 55 



>GSP:R81907\R81907\Kallikrein inhibitor protein KK2/#6. 
Length = 58 

Score = 46.9 bits (109), Expect = 9e-06 
Identities = 19/51 (37%), Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + GSC H R+F+N + + + CE F + GC GN N F+ E + C 

Sbjct: 5 CAFKADDGSCRAAHLRWFFNIFTRQCEEFSYGGCGGNQNRFESLEECKKMC 55 



>GSP:R81897\R81897\Kallikrein inhibitor protein KKII/3810. 
Length = 58 

Score = 46.9 bits (109), Expect = 9e-06 
Identities = 18/51 (35%), Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C H R+F+N +++CE F++ GC GN N F+ E + C 

Sbjct: 5 CAFKADDGHCKGAHLRFFFNI FTRQCEEFI YGGCEGNQNRFESLEECKKMC 55 



>GSP:R39672 \ R39672 | C- terminal Kunitz-type protease inhibitor 
variant . 
Length = 58 

Score = 46.5 bits (108), Expect = le-05 
Identities = 20/53 (37%), Positives = 28/53 (52%) 

Query: 39 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D CKL + G C + R++Y+ +KC F+GC NNFK+EE C 
Sbjct: 3 DICKLPKDEGPCLDAILRWYYDPNTKSCARFWYGGCGANENKFKSQKECEKVC 55 



>GSP:W47436 | W47436\ Aprotinin variant 5. 
Length = 57 

Score = 46.5 bits (108), Expect = le-05 
Identities = 20/45 (44%) , Positives = 26/45 (57%) 

Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

+D C + G C RYFY+ T+ C+TFV+ GC N NNFK 

Sbjct: 1 RDFCLEPPSTGPCRASI IRYFYDATAGLCQTFVYGGCRANRNNFK 45 



>GSP: Y68039 \ Y68039 \ Kuni tz protease inhibitor analogue protein 
sequence Fig 31. >GSP : Y68136 | Y68136 | Kunitz protease 
inhibitor variant TW6183 . 
Length = 61 

Score = 46.1 bits (107), Expect - 2e-05 

Identities = 19/57 (33%), Positives = 31/57 (54%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSICRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +HFR++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMHFRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP:Y68148\Y68148\ Kunitz protease inhibitor variant TW1 77. 
Length = 61 

Score = 46.1 bits (107), Expect = 2e-05 

Identities = 19/57 (33%), Positives = 31/57 (54%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +HFR++++ T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRALHFRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP: R39676 \ R39676 \ C- terminal Kunitz-type protease inhibitor 
variant . 
Length = 56 

Score = 46.1 bits (107), Expect = 2e-05 
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Identities = 20/53 (37%) , Positives = 28/53 (52%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D CKL + G C + R++Y+ +KC F+GC NNFK+EE C 
Sbjct: 1 DICKLPKDEGPCVDFILRWYYDPNTKSCARFWYGGCGANENKFKSQKECEKVC 53 



>GSP:W19801\W19801\ Alpha mating factor : KPI ( -4-57 / I16H, S17F) encoded 
by pTW6183. >GSP:Y68030|Y68030|Yeast 

mating-f actor-KPI ( -4 -57 ) fusion protein sequence Fig 15. 
Length = 146 

Score = 46.1 bits (107), Expect = 2e-05 

Identities = 19/57 (33%)', Positives = 31/57 (54%) , Gaps = 4/57 (7%) 

Query: 37 LKDPCKX.DMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C +HFR++++ T +C F + GC GN NNF + E C+A 
Sbjct: 88 VRE VCS EQAE TG P CRAMH FRW Y FDVTE G KC AP F F YGGCGGNRNN F DTEEYCMA 140 



> SP:P4 9223 \ KIB9_HUMAN | KUNI TZ-TYPE PROTEASE INHIBITOR HKIB9 

(FRAGMENT) . >PIR : S4 13 9 9 | S4 13 9 9 | Kuni t z - type proteinase 
inhibitor HKIB9 - human >GNP : X77166 | X77166_l | H . sapiens 
gene for kunitz-type protease inhibitor, HKIB9. 
Length = 64 

Score = 45.7 bits (106), Expect = 2e-05 
Identities = 21/55 (38%), Positives = 27/55 (48%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

L + C M G C R+F+N + CE F + GC GN NNF K + E C 

Sbjct: 7 LPNVCAFPMEKGPCQTYMTRWFFNFETGECELFAYGGCGGNSNNFLRKEKCEKFC 61 



>GSP:R22984 \ R22984 | Aprotinin analogue #9 with reduced 
nephrotoxicity . 
Length =14 1 

Score = 45.7 bits (106), Expect = 2e-05 
Identities = 22/52 (42%), Positives = 27/52 (51%) 

Query: 31 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

E + D +D C G C RYFY+ T+ CETFV+ GC NNFK 

Sbjct: 78 EGVSLDKRDFCLEPPYTGPCKARI IRYFYDATAGLCETFVYGGCRAKRNNFK 129 



>GSP:R39678 | R39678 \ C- terminal Kunitz-type protease inhibitor 
variant . 
Length = 56 

Score = 45.7 bits (106), Expect = 2e-05 
Identities » 19/53 (35%), Positives = 29/53 (53%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D CKL + G+C + -H ++Y+ +K C FV+ GC N FK + E E C 
Sbjct: 1 DI CKLPKDEGTCLALI I KWYYDPNTKSCARFVYGGCRAKENKFKSQKECEKVC 53 



>GSP :W30060\ W3 0060\ Human consensus bikunin. 
Length = 235 

Score = 45.7 bits (106), Expect = 2e-05 

Identities = 26/69 (37%), Positives = 36/69 (51%), Gaps = 2/69 (2%) 

Query: 18 LNTLLLGGVNKIAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGN 77 

L +LLL GV +A + D C + G C R++YN T C+ FV+ GC+GN 

Sbjct: 8 LGSLLLSGV - - LAADRERS I HDFCLVS KWGRCRASMPRWW YNVTDGSCQLFVYGGCDGN 65 

Query: 7 8 LNNFKLKIE 86 

NN+ K E 
Sbjct: 66 SNNYLTKEE 74 



Score = 33.6 bits (75), Expect = 0.090 
Identities = 13/58 (22%) , Positives = 27/58 (46%) 

Query : 4 1 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 



72 of 1 1 1 



08/12/00 19:03 



blast result 



C + G C R+ + + + C F+ + GC GN N+ + + + + C + + P 

Sbjct: 124 CTANAVTGPCRASFPRWYFDVERNSCNNFIYGGCRGNKNSYRSEEACMLRCFRQQENP 181 

>GSP:W30045\W3 0045\ Human placental bikunin. 
Length = 240 

Score = 45.7 bits (106), Expect = 2e-05 

Identities = 26/69 (37%), Positives = 36/69 (51%), Gaps = 2/69 (2%) 

Query: 18 LNTLLLGGVTtfKIAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGN 77 

L + LLL GV +A + D C + G C R+ + YN T C+ FV+ GC+GN 

Sbjct: 17 LGSLLLSGV- -LAADRERS I HDFCLVS KVVGRCRASMPRWWYNVTDGSCQLFVYGGCDGN 74 

Query: 7 8 LNNFKLKIE 8 6 

NN+ K E 
Sbjct: 75 SNNYLTKEE 83 

Score =33.6 bits (75), Expect = 0.090 
Identities = 13/58 (22%) , Positives = 27/58 (46%) 

Query : 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

C + G C R+ + + + C F+ + GC GN N+ + + + + C + + P 

Sbjct: 133 CTANAVTGPCRASFPRWYFDVERNSCNNFI YGGCRGNKNSYRSEEACMLRCFRQQENP 190 

>GSP:W30043\W30043\Human placental bikunin. 
Length = 197 

Score = 45.7 bits (106), Expect = 2e-05 

Identities = 26/69 (37%), Positives = 36/69 (51%), Gaps = 2/69 (2%) 

Query: 18 LNTLLLGGVNKIAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGN 77 

L +LLL GV +A + D C + G C R++YN T C+ FV+ GC+GN 

Sbjct: 8 LGSLLLSGV - - LAADRERS I HDFCLVS KWGRCRASMPRWWYNVTDGSCQLFVYGGCDGN 65 

Query: 7 8 LNNFKLKIE 86 

NN+ K E 
Sbjct: 66 SNNYLTKEE 74 

Score = 33.6 bits (75), Expect = 0.090 
Identities = 13/58 (22%) , Positives = 27/58 (46%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

C + G C R++++ C F++ GC GN N+++ + + C + + P 

Sbjct: 124 CTANAVTGPCRASFPRWYFDVERNSCNNFI YGGCRGNKNSYRSEEACMLRCFRQQENP 181 

>GSP: W3 004 0 \W3 004 0 \ Human placental bikunin. 

>GSP:W13665\W13665\Hepatocyte growth factor activator 
inhibitor HAI-II. >GSP : W70286 | W70286 | Human tissue 
factor pathway inhibitor-3 (TFPI-3). 

>STR:000271 \ 000271 \ BIKUNIN. >GNP:U7809S\ U78095_l\Homo 
sapiens placental bikunin mRNA, complete cds ; member of 
the Kunitz family of protease inhibitors. 
Length = 252 

Score = 45.7 bits (106), Expect = 2e-05 

Identities = 26/69 (37%) , Positives = 36/69 (51%) , Gaps = 2/69 (2%) 

Query: 18 LNTLLLGGVNKIAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGN 77 

L +LLL GV +A + D C + G C R++YN T C+ FV+ GC+GN 

Sbjct: 17 LGSLLLSGV- - LAADRERS I HDFCLVS KWGRCRASMPRWWYNVTDGSCQLFVYGGCDGN 74 

Query: 78 LNNFKLKIE 86 

NN+ K E 
Sbjct: 75 SNNYLTKEE 83 

Score = 33.6 bits (75), Expect - 0.090 
Identities = 13/58 (22%) , Positives = 27/58 (46%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

C + G C R++++ C F++ GC GN N+++ + + C + + P 

Sbjct: 133 CTANAVTGPCRASFPRWYFDVERNSCNNFI YGGCRGNKNSYRSEEACMLRCFRQQENP 190 
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>STR:043291\043291\HEPAT0CYTE GROWTH FACTOR ACTIVATOR INHIBITOR 
TYPE 2. >GNP: AB006534 | AB006534_1 | Homo sapiens mRNA for 
hepatocyte growth factor activator inhibitor type 2, 
complete cds . 
Length = 252 

Score = 45.7 bits (106), Expect = 2e-05 

Identities = 26/69 (37%) , Positives = 36/69 (51%) , Gaps = 2/69 (2%) 

Query: 18 LNTLLLGGVNKIAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGN 77 

L + LLL GV +A + D C + G C R++YN T C+ FV+ GC+GN 

Sbjct: 17 LGSLLLSGV- -LAADRERSIHDFCLVSKVVGRCRASMPRWWYNVTDGSCQLFVYGGCDGN 74 

Query: 78 LNNFKLKIE 86 

NN+ K E 
Sbjct: 75 SNNYLTKEE 83 



Score = 33.6 bits (75), Expect = 0.090 
Identities = 13/58 (22%) , Positives = 27/58 (46%) 

Query: 41 CKLD^4NFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

C + G C R+ + + + C F+ + GC GN N+ + + + + C + + P 

Sbjct: 133 CTANAVTGPCRASFPRWYFDVERNSCNNFIYGGCRGNKNSYRSEEACMLRCFRQQENP 190 



>GSP:R81932\R81932\ Human HKI B9 domain Kunitz domain. 

>GSP : R99208\ R99208\ Human aprotinin- like Kunitz domain 
(HKI B9) . >GSP:W64118 |W64118 | Human Kunitz-type serine 
protease inhibitor domain #14 . 
>GSP:W92865\W92865\US5880256 Seq ID 41. 
Length = 5 8 

Score = 45.7 bits (106), Expect = 2e-05 
Identities = 21/55 (38%) , Positives = 27/55 (48%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

L + C M G C R+F+N + CE F + GC GN NNF K + E C 

Sbjct : 1 LPNVCAFPMEKGPCQTYMTRWFFNFETGECELFAYGGCGGNSNNFLRKEKCEKFC 55 



>STR : Q9UJG4 \ Q9UJG4 \ DJ4 61P17 . 8 (HKIB7 (KUNITZ /BOVINE PANCREATIC 
TRYPSIN INHIBITOR DOMAINPROTEIN) ) (FRAGMENT). 
Length - 63 

Score = 45.7 bits (106), Expect = 2e-05 
Identities = 21/55 (38%), Positives = 27/55 (48%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

L + C M G C R+F+N + CE F + GC GN NNF K + E C 

Sbjct : 6 LPNVCAFPMEKGPCQTYMTRWFFNFETGECELFAYGGCGGNSNNFLRKEKCEKFC 6 0 



>RTR : CAA01298 \ CAA01298 \ KUNITZ TYPE PROTEASE INHIBITOR . 

>RTR:E974000\E974000\KUNITZ-TYPE PROTEASE INHIBITOR SEQ 
ID NO 1. >RTR:E974003 | E974003 | KUNITZ-TYPE PROTEASE 
INHIBITOR SEQ ID NO 5 . >GNP : A16 7 58 | A16 75 8_1 | Kuni t z - type 
protease inhibitor seq ID No 4; Protein sequence is in 
conflict with the conceptual translation. 
Length = 60 

Score = 45.7 bits (106), Expect = 2e-05 
Identities = 21/55 (38%) , Positives = 27/55 (48%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

L + C M G C R+F+N + CE F + GC GN NNF K + E C 

Sbjct: 3 LPNVCAFPMEKGPCQTYMTRWFFNFETGECELFAYGGCGGNSNNFLRKEKCEKFC 57 



>GSP: W30044\W3 004 4 \ Human consensus bikunin. 
Length =24 8 

Score = 45.7 bits (106), Expect = 2e-05 

Identities = 26/69 (37%) , Positives = 36/69 (51%) , Gaps = 2/69 (2%) 
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Query: 18 LNTLLLGGVNKIAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGN 77 

L +LLL GV +A + D C + G C R++YN T C+ FV+ GC+GN 

Sbjct: 13 LGSLLLSGV- -LAADRERSIHDFCLVSKVVGRCRASMPRWWYNVTDGSCQLFVYGGCDGN 70 

Query: 78 LNNFKLKIE 86 

NN+ K E 
SbjCt: 71 SNNYLTKEE 79 



Score = 33.6 bits (75), Expect = 0.090 
Identities = 13/58 (22%J , Positives = 27/58 (46%) 

Query : 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

C + G C R+ + + + C F+ + GC GN N+++ + + C + + P 

Sbjct: 129 CTANAVTGPCRASFPRWYFDVERNSCNNFIYGGCRGNKNSYRSEEACMLRCFRQQENP 186 



>GSP: Y68147\ Y68147 \ Kunitz protease inhibitor variant TW17 6. 
Length = 61 

Score = 45.7 bits (106), Expect = 2e-05 

Identities = 19/57 (33%), Positives = 30/57 (52%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C HFR++++ T +C F + GC GN NNF + E C+A 

SbjCt: 3 VREVCSEQAETGPCRAAHFRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>SP:P12111 Q1650l\CA3 6_HUMAN\ COLLAGEN ALPHA 3 (VI) CHAIN PRECURSOR . 

>PIR:A59140 S13679 S24465 A57083 S28776 S00245 C31952 
C29848 S26510 S4 8709 | CGHU3A | collagen alpha 3 (VI) chain 
precursor [validated] - human 

>GNP:X52022\X52022_l\H. sapiens RNA for type VI collagen 
alpha3 chain. 
Length = 3176 

Score - 45.3 bits (105), Expect = 3e-05 
Identities = 20/60 (33%) , Positives = 30/60 (49%) 

Query : 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

D CKL + G+C + +++Y+ +KCF+GCGNNF+EEC P 
Sbjct: 3109 DICKLPKDEGTCRDFILKWYYDPNTKSCARFWYGGCGGNENKFGSQKECEKVCAPVLAKP 3168 



>GSP:R47542\R47 542 \ Sequence of the last 70 AAs of the C5 domain of 
the type VIcollagen alpha- 3 -chain (AAs 2873-2943) 
contg . the Kunitz typeinhibitor domain. 
Length = 70 

Score = 45.3 bits (105), Expect = 3e-05 
Identities = 20/60 (33%) , Positives = 30/60 (49%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

D CKL + G+C + +++Y+ +KCF+GCGNNF+EEC P 
Sbjct : 3 DICKLPKDEGTCRDFILKWYYDPNTKSCARFWYGGCGGNENKFGSQKECEKVCAPVLAKP 62" 



>GSP:R81908\R81908\Kallikrein inhibitor protein KK2/U10. 
Length = 58 

Score = 45.3 bits (105), Expect = 3e-05 
Identities = 19/51 (37%), Positives = 27/51 (52%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C GSC H R+F+N +++CE F + GC GN N F+ E + C 

Sbjct: 5 CAFKAEGGSCRAAHQRWFFNIFTRQCEEFSYGGCGGNQNRFESLEECKKMC 55 



>SP: 002388 \CA17_HUMAN\ COLLAGEN ALPHA l(VII) CHAIN PRECURSOR 
(LONG-CHAIN COLLAGEN) (LCCOLLAGEN) . 

>GNP:L02870\L02870_1\ Human alpha- 1 type VII collagen 
(C0L7A1) mRNA, complete cds . 
Length = 2944 

Score = 44.9 bits (104), Expect = 4e-05 

Identities = 23/67 (34%), Positives = 33/67 (48%), Gaps = 8/67 (11%) 
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Query: 36 DLKDPCKLDMNFGSCYEVHFRYFYNR TSKRCETFVFSGCNGNLNNFKLKIEREVACV 92 

D DPC L GSC R+++ +++ C FV+ GC GN N F + E C 

Sbjct : 2871 DSDDPCSLPLDEGSCTAYTLRWYHRAVTGSTEACHPFVYGGCGGNANRFGTREACERRC- 2929 

Query: 93 AKYKPPR 9 9 
PPR 

Sbjct: 2930 PPR 2932 

>GSP: R78545 \ R78545 \ Human collagen alpha- 3 Kunitz domain. 

>GSP:R81918\R81918\Human collagen alpha -3 Kunitz 
domain. >GSP : R99204 | R99204 | Human aprotinin-like Kunitz 
domain (A3 collagen). >GSP:W64117 | W64117 |Human 
Kunitz-type serine protease inhibitor domain #13. 
>GSP:W92864\W92864\US5880256 Seq ID 40. 
Length = 5 8 

Score = 44.9 bits (104), Expect = 4e-05 
Identities = 19/53 (35%) , Positives = 29/53 (53%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D CKL + G+C + +++Y+ +KC F + GC GN N F +EE C 
Sbjct: 3 DICKLPKDEGTCRDFILKWYYDPNTKSCARFWYGGCGGNENKFGSQKECEKVC 55 

>GSP:R81926\R81926\ Human TFPI-2 domain 3 Kunitz domain derived 
protein DKI-3.3.1. >GSP : R81935 | R81935 | Human ITI-K1 
Kunitz domain. 
Length = 58 

Score - 44.9 bits (104), Expect = 4e-05 
Identities = 18/51 (35%), Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C H RY++N + C+ F ++GC GN NNF + + + AC 

Sbjct: 5 CYSPKDEGHCRAAHQRYYFNPRYRTCDAFTYTGCGGNDNNFVSREDCKRAC 55 

>GSP:R81909\ R81909\ Kallikrein inhibitor protein KK2/#8. 
Length = 5 8 

Score = 44.9 bits (104), Expect = 4e-05 
Identities = 18/51 (35%) , Positives = 27/51 (52%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C H R+F+N +++CE F + GC GN N F+ E + C 

Sbjct: 5 CAFKADDGPCRGAHLRFFFNIFTRQCEEFSYGGCGGNQNRFESLEECKKMC 55 

>GSP:W19802\wl9802\Alpha mating factor : KPI ( -4-57 ; I16H, S17Y) encoded 
by pTW6184. >GSP : Y68031 | Y68031 | Yeast 

mating-f actor-KPI ( -4-57) fusion protein sequence Fig 16. 
Length = 146 

Score = 44.9 bits (104), Expect = 4e-05 

Identities =* 18/57 (31%), Positives = 31/57 (53%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +H+R++++ T +C F + GC GN NNF + E C+A 
Sbjct: 88 VREVCSEQAETGPCRAMHYRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 140 

>GSP:Y68040\Y68040\Kunitz protease inhibitor analogue protein 
sequence Fig 32. >GSP : Y6813 7 | Y68137 | Kunitz protease 
inhibitor variant TW6184. 
Length = 61 

Score = 44.9 bits (104), Expect = 4e-05 

Identities = 18/57 (31%), Positives = 31/57 (53%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +H+R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMHYRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>STR:Q14054\Q14054\ COLLAGEN TYPE VII PRECURSOR. 

>GNP:L23982\L23982_l\Homo sapiens (clones: CWS2-2, 
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CW27-6, CW15-2, CW26-5, 11-67) collagen type VII 
intergenic region and (COL7A1) gene, complete cds . 
Length = 2912 

Score = 44.9 bits (104), Expect = 4e-05 

Identities = 23/67 (34%), Positives = 33/67 (48%), Gaps = 8/67 (11%) 

Query : 3 6 DLKDPCKLDMNFGSCYEVHFRYFYNR TSKRCETFVFSGCNGNLNNFKLKIEREVACV 92 

D DPC L ++ GSC R+++ +++ C FV+ GC GN N F + EC 

Sbjct : 2839 DSDDPCSLPLDEGSCTAYTLRWYHRAVTGSTEACHPFVYGGCGGNANRFGTREACERRC- 2897 

Query: 93 AKYKPPR 99 
PPR 

Sbjct: 2898 PPR 2900 



>GNP:L06862\L06862_l\Human type VII collagen (COL7A1) mRNA, 3' end; 

base pairs 1-1167: triple-helix encoding region; base 
pairs 1168-1653: non-collagenous NC-2 domain encoding 
region . 
Length = 550 

Score = 44.9 bits (104), Expect = 4e-05 

Identities = 23/67 (34%), Positives = 33/67 (48%), Gaps = 8/67 (11%) 

Query: 36 DLKDPCKLDMNFGSCYEVHFRYFYNR TSKRCETFVFSGCNGNLNNFKLKIEREVACV 92 

D DPC L ++ GSC R+ + + +++ C FV+ GC GN N F + EC 

Sbjct : 477 DSDDPCSLPLDEGSCTAYTLRWYHRAVTGSTEACHPFVYGGCGGNANRFGTREACERRC- 535 

Query: 93 AKYKPPR 9 9 
PPR 

Sbjct: 536 PPR 538 



>SP : Q06481 \ APP2_HUMAN\ AMYLOID -LIKE PROTEIN 2 PRECURSOR (AMYLOID 
PROTEIN HOMOLOG) (APPH) (CDEI-BOX BINDING PROTEIN) 
(CDEBP) . >PIR:A49321 S34644 S40519 | A4 9321 | amyloid beta 
(A4) homolog 2 precursor - human 

>GNP: Z22572] Z22572_l\H. sapiens CDEI binding protein 
mRNA; putative. >GNP : L2 763 1 | L2 763 1_1 | Human amyloid 
precursor-like protein 2 (APLP2) mRNA, complete cds. 
>GNP : S60099\ S60099_l\APPH=amyloid precursor protein 
homolog [human, placenta, mRNA, 3 727 nt] ; amyloid 
precursor protein homolog; This sequence comes from Fig. 
2 . 

Length = 763 

Score = 44.5 bits (103), Expect = 5e-05 
Identities « 20/67 (29%) , Positives = 34/67 (49%) 

Query : 3 1 EKI CGDLKDPCKLDMNFGS CYE VHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKI EREVA 90 

++I D+K C + G C V R++++ + +C F+ + GC GN NNF+ + 
Sbjct: 300 KEITHDVKAVCSQEAMTGPCRAVMPRWYFDLSKGKCVRFI YGGCGGNRNNFESEDYCMAV 359 

Query: 91 CVAKYKP 97 

C A P 
Sbjct: 360 CKAMIPP 366 



>GSP: R39674 \ R39674 \ C- terminal Kunitz- type protease inhibitor 
variant . 
Length = 58 

Score = 44.5 bits (103), Expect = 5e-05 
Identities = 19/53 (35%) , Positives = 28/53 (51%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D CKL + G+C +++Y+ +K C FV+ GC N FK + E E C 

Sbjct: 3 DI CKLPKDEGTCKAYI I KWYYDPNTKSCARFVYGGCRAKENKFKSQKECEKVC 55 



>GSP:R39666 | R39666 | Human TFPI kunitz- type domain 1-yeast signal 
peptide fusion. >RTR : CAA013 13 | CAA01313 | KUNITZ -TYPE 
PROTEASE INHIBITOR. >GNP :A17007 | A17007_l | variant of 
Kunitz -type protease inhibitor domain 1 of TFPI seq ID 
No: 7 . 

Length = 111 
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Score = 44.5 bits (103), Expect = 5e-05 
Identities = 19/63 (30%), Positives = 34/63 (53%) 

Query : 29 IAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIERE 88 

+AE+ + + C + G C + R+F+N +++CE F++ GC GN N F+ E + 

Sbjct : 46 MAERLEKRMHSFCAFKADDGPCKAIMKRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECK 105 

Query: 8 9 VAC 91 
C 

Sbjct: 106 KMC 108 

>GSP :R53 776 | R537 76\ Sequence of human Kunitz-type inhibitor . 
Length = 132 

Score = 44.5 bits (103), Expect = 5e-05 
Identities = 20/67 (29%) , Positives = 34/67 (49%) 

Query : 31 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVA 90 

++I D+K C + G C V R+ + + + + +C F++ GC GN NNF+ + 
Sbjct : 4 8 KEITHDVKAVCSQEAMTGPCRAVMPRWYFDLSKGKCVRFIYGGCGGNRNNFESEDYCMAV 107 

Query: 91 CVAKYKP 97 

C A P 
Sbjct: 108 CKAMIPP 114 

>GSP : R53 778 | R53 778 \ Sequence of human amyloid protein precursor 
homologue encoded byclone APPH. 

>GNP:L09209\L09209_l\Homo sapiens amyloid protein 
homologue mRNA, complete cds; homologue; putative. 
Length = 763 

Score = 44.5 bits (103), Expect = 5e-05 
Identities = 20/67 (29%), Positives = 34/67 (49%) 

Query : 31 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVA 90 

+ + I D+K C + G C V R+ + + + + +C F++ GC GN NNF+ + 
Sbjct: 300 KEITHDVKAVCSQEAMTGPCRAVMPRWYFDLSKGKCVRFIYGGCGGNRNNFESEDYCMAV 359 

Query: 91 CVAKYKP 97 

C A P 
Sbjct: 360 CKAMIPP 366 

>PIR:A54849 PH0844 S16316 156328 A30296 I84686\A54849\ collagen alpha 
l(VII) chain precursor - human 
Length = 2944 

Score = 44.5 bits (103), Expect = 5e-05 

Identities = 23/67 (34%), Positives = 33/67 (48%), Gaps = 8/67 (11%) 

Query: 36 DLKDPCKLDMNFGSCYEVHFRYFYNR TSKRCETFVFSGCNGNLNNFKLKIEREVACV 92 

D DPC L ++ GSC R+++ +++ C FV+ GC GN N F + EC 

Sbjct: 2871 DEDDPCSLPLDEGSCTAYTLRWYHRAVTGSTEACHPFVYGGCGGNANRFGTREACERRC- 2929 

Query: 93 AKYKPPR 99 
PPR 

Sbjct: 2930 PPR 2932 

>STR :AAD4 7291 \ AAD4 7291 \ Amyloid precursor protein homolog HSD-2. 

>GNP:AF168956\AF168956_l\Homo sapiens amyloid precursor 
protein homolog HSD-2 mRNA, complete cds. 
Length = 763 

Score = 44.5 bits (103), Expect = 5e-05 
Identities = 20/67 (29%) , Positives = 34/67 (49%) 

Query: 31 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVA 90 

++I D+K C + G C V R++++ + +C F++ GC GN NNF+ + 
Sbjct: 300 KEITHDVKAVCSQEAMTGPCRAVMPRWYFDLSKGKCVRFI YGGCGGNRNNFESEDYCMAV 359 

Query: 91 CVAKYKP 97 

C A P 
Sbjct: 360 CKAMIPP 366 
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>STR : Q14594 \ Q14594 \ BINDING PROTEIN (FRAGMENT) . 

>GNP:L23113\L23113_l\ Human binding protein mRNA, 3 'end; 
putative . 
Length = 523 

Score =44.5 bits (103), Expect = 5e-05 
Identities = 20/67 (29%), Positives = 34/67 (49%) 

Query : 3 1 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSICRCETFVFSGCNGNLNNFKLKIEREVA 90 

++I D+K C + G C V R+ + + + + +C F++ GC GN NNF+ + 
Sbjct : 72 KEITHDVKAVCSQEAMTGPCRAVMPRWYFDLSKGKCVRFIYGGCGGNRNNFESEDYCMAV 131 

Query: 91 CVAKYKP 97 

C A P 
Sbjct: 132 CKAMIPP 138 



>STR:014895\014895\KUNITZ-TYPE PROTEASE INHIBITOR. 

>GNP:AF027205\AF027205_l\Homo sapiens Kunitz-type 
protease inhibitor (kop) mRNA, complete cds; KOP; 
contains putative transmembrane domain; similar to 
human placental bikunin; overexpressed in pancreatic 
cancer . 
Length = 252 

Score = 44.5 bits (103), Expect = 5e-05 

Identities = 25/69 (36%), Positives = 36/69 (51%), Gaps = 2/69 (2%) 

Query: 18 LNTLLLGGVNKIAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGN 77 

L +LLL GV +A + D C + G C +++YN T C+ FV+ GC+GN 

Sbjct: 17 LGSLLLSGV--LAADRERSIHDFCLVSKWGRCRASMPKWWYNVTDGSCQLFVYGGCDGN 74 

Query: 78 LNNFKLKIE 86 

NN+ K E 
Sbjct: 75 SNNYLTKEE 83 



Score = 33.6 bits (75), Expect - 0.090 
Identities = 13/58 (22%) , Positives = 27/58 (46%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

C + G C R++++ C F++ GC GN N+++ + + C + + P 

Sbjct: 133 CTANAVTGPCRAS FPRW Y FDVERNS CNNF I YGGCRGNKNS YRS EEACMLRCFRQQENP 190 



>GSP:R81889\R81889\Kallikrein inhibitor protein KKII/3#2. 
Length = 58 

Score = 44.1 bits (102), Expect = 6e-05 
Identities = 18/51 (35%), Positives = 27/51 (52%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C H R+F+N +++CE F + GC GN N F+ E + C 

Sbjct: 5 CAFKADDGPCKANHLRFFFNIFTRQCEEFSYGGCGGNQNRFESLEECKKMC 55 



>GSP:R22988 | R22988 | Aprotinin analogue #13 with reduced 
nephrotoxicity . 
Length = 141 

Score = 44.1 bits (102), Expect = 6e-05 
Identities = 21/52 (40%) , Positives = 26/52 (49%) 

Query: 31 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

E + D +D C G C RYFYN + C+TFV+ GC NNFK 

Sbjct: 78 EGVSLDKRDFCLEPPYTGPCKARI I RYFYN AEAGLCQTFVYGGCRAKSNNFK 129 



>GSP:R22986\R22986\ Aprotinin analogue #11 with reduced 
nephrotoxicity . 
Length = 141 

Score = 44.1 bits (102), Expect = 6e-05 
Identities = 21/52 (40%) , Positives = 26/52 (49%) 
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Query: 31 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

E + D +D C G C RYFYN + C+TFV+ GC NNFK 

Sbjct: 78 EGVSLDKRDFCLEPPYTGPCKARI I RYFYNAKAGLCQTFVYGGCRAKSNNFK 129 



>GSP:W19803\wi9803\Alpha mating factor : KPI ( - 4 -57 ; I16H, S17W) encoded 
by pTW6185. >GSP : Y68032 | Y68032 | Yeast 

mating- factor- KPI ( -4-57) fusion protein sequence Fig 17. 
Length = 146 

Score = 44.1 bits (102), Expect = 6e-05 

Identities = 18/57 (31%) , Positives = 31/57 (53%) , Gaps = 4/57 (7%) 

Query : 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +H+R++++ T +C F + GC GN NNF + E C+A 
Sbjct: 88 VREVCSEQAETGPCRAMHWRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 140 



>GSP:W64143\W64143\Human Kunitz-type serine protease inhibitor 

domain #39. >GSP : W64121 | W64 121 | Human Kunitz-type serine 
protease inhibitor domain #17. 
Length = 58 

Score = 44.1 bits (102), Expect = 6e-05 
Identities = 16/45 (35%) , Positives = 25/45 (55%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+ + + C G C H R++++ T +C FV+ GC GN NNF 

Sbjct: 1 VREVCSEQAETGPCRAAHSRWYFDVTEGKCAPFVYGGCGGNRNNF 4 5 



>GSP:Y68041\Y68041\Kunitz protease inhibitor analogue protein 
sequence Fig 33. >GSP : Y6813 8 | Y6813 8 | Kunitz protease 
inhibitor variant TW6185. 
Length = 61 

Score = 44.1 bits (102), Expect = 6e-05 

Identities = 18/57 (31%), Positives = 31/57 (53%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +H+R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMHWRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>STR:095959\095959\DJ461P17 . 1 PROTEIN (FRAGMENT). 
Length = 232 

Score = 44.1 bits (102), Expect = 6e-05 

Identities = 21/63 (33%), Positives = 33/63 (52%), Gaps = 1/63 (1%) 

Query: 31 EKICGD-LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREV 8 9 

+K C D ++PC L + G+C R+ ++ + RC F + GC GN NNF + 

Sbjct : 75 QKKCMDPFQEPCMLPVRHGNCNHEAQRWHFDFKNYRCTPFKYRGCEGNANNFLNEDACRT 134 

Query: 90 ACV 92 
AC+ 

Sbjct: 135 ACM 137 



>GSP:R22987\R22987\Aprotinin analogue #12 with reduced 
nephrotoxicity . 
Length =141 

Score = 43.8 bits (101), Expect = 8e-05 
Identities = 21/52 (40%) , Positives = 26/52 (49%) 

Query: 31 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

E + D +D C G C RYFYN + C+TFV+ GC NNFK 

Sbjct: 78 EGVSLDKRDFCLEPPYTGPCKARI I RYFYNAKAGLCQTFVYGGCRAKE NNFK 129 



>GSP: R22989\R22989\Aprotinin analogue #14 with reduced 
nephrotoxicity . 
Length = 141 

Score = 43.8 bits (101), Expect = 8e-05 
Identities = 21/52 (40%) , Positives = 26/52 (49%) 
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Query: 31 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

E + D +D C G C RYFYN + C+TFV+ GC NNFK 

Sbjct: 78 EGVSLDKRDFCLEPPYTGPCKARIIRYFYNAEAGLCQTFVYGGCRAKENNFK 129 



>GSP :R3 967 0\R3 967 0\C~ terminal Kunitz- type protease inhibitor 
variant . 
Length = 58 

Score = 43.8 bits (101), Expect = 8e-05 
Identities = 19/53 (35%), Positives = 28/53 (51%) 

Query: 3 9 DPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

D CKL + G+C + + +Y+ +K C FV+ GC N FK + E E C 

Sbjct: 3 DICKLPKDEGTCKARI IKWYYDPNTKSCARFVYGGCRAKENKFKSQKECEKVC 55 



>GSP:R81931 \ R81931 \ Human protease nexin-II Kunitz domain derived 
protein DKI-5 . 1 . 
Length = 5 8 

Score = 43.8 bits (101), Expect = 8e-05 

Identities = 19/57 (33%), Positives = 30/57 (52%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C H R+ + + + T +CE F + GC GN NNF + E C+A 
Sbjct: 1 VREVCSEQAETGPCRAAHPRWYFDVTEGKCEEFSYGGCGGNRNNF DTEEYCMA 53 



>GSP:R81905\R81905\Kallikrein inhibitor protein KK2/#1. 
Length = 5 8 

Score =43.8 bits (101), Expect = 8e-05 
Identities = 18/51 (35%), Positives = 27/51 (52%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C H R+F+N + ++CE F + GC GN N F+ E + C 
Sbjct: 5 CAFKADVGRCRGAHPRWFFNIFTRQCEEFSYGGCGGNQNRFESLEECKKMC 55 



>GSP:W64145\W64145\ Human Kunitz-type serine protease inhibitor 
domain #41. 
Length = 58 

Score = 43.8 bits (101), Expect = 8e-05 
Identities = 16/45 (35%), Positives = 25/45 (55%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C H R++++ T +C FV+ GC GN NNF 

Sbjct: 1 VREVCSEQAETGPCRGAHSRWYFDVTEGKCAPFVYGGCGGNRNNF 4 5 



>GSP:R81890\R81890\Kallikrein inhibitor protein KKII/3&3 . 
Length - 5 8 

Score = 43.8 bits (101), Expect = 8e-05 
Identities = 18/51 (35%), Positives = 27/51 (52%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C H R+F+N +++CE F + GC GN N F+ E + C 
Sbjct: 5 CAFKADDGHCKANHQRFFFNIFTRQCEEFTYGGCGGNQNRFESLEECKKMC 55 



>GSP :R3 9664 \R3 9664 \ Human TFPI kunitz -type protease inhibitor 
domain I. >GSP : R81886 | R81886 | Lipoprotein-associated 
coagulation inhibitor Kunitz domain LACI-K1. 
>GSP: R99185\R99185\ Human aprotinin-like Kunitz domain 
(LACI-D1) . >GSP: W64112 | W64112 | Human Kunitz-type serine 
protease inhibitor domain #8. 
>GSP: W92859\ W92859\ US5880256 Seq ID 35. 
>RTR:E973997\E973997\KUNITZ-TYPE PROTEASE INHIBITOR 
DOMAIN 1 OF TFPI SEQ ID NO: 4. 
Length = 58 

Score = 43.4 bits (100), Expect = le-04 
Identities = 17/51 (33%), Positives = 28/51 (54%) 
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Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N + ++CE F+ + GC GN N F+ E + C 

Sbjct: 5 CAFKADDGPCKAIMKRFFFNIFTRQCEEFIYGGCEGNQNRFESLEECKKMC 55 



>GSP:R81903\R81903\Kallikrein inhibitor protein KK2/#5. 

>GSP:R81904[R81904\ Kallikrein inhibitor protein 
KK2/#11 . 
Length = 5 8 

Score - 43.4 bits (100), Expect = le-04 
Identities = 18/51 (35%), Positives = 27/51 (52%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C H R+F+N +++CE F + GC GN N F+ E + C 
Sbjct: 5 CAFKADDGPCRAAHPRWFFNIFTRQCEEFSYGGCGGNQNRFESLEECKKMC 55 



>GSP:R92257\R92257\ TFPI first Kunitz-type domain. 
Length = 51 

Score = 43.4 bits (100), Expect = le-04 
Identities = 17/51 (33%), Positives = 28/51 (54%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

C + G C + R+F+N +++CE F++ GC GN N F+ E + C 
Sbjct: 1 CAFKADDGPCKAIMKRFFFNIFTRQCEEFI YGGCEGNQNRFESLEECKKMC 51 



>GSP:W19805\W19805\Alpha mating factor :KPI ( -4-57 ;M15L, I16H) encoded 
by pTW6174. >GSP : Y6803 4 | Y6 8 034 | Yeast 

mating-f actor-KPI ( -4 -57) fusion protein sequence Fig 19. 
Length = 146 

Score = 43.0 bits (99), Expect = le-04 

Identities = 18/57 (31%) , Positives = 30/57 (52%) , Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +H R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 88 VREVCSEQAETGPCRALHSRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 140 



>GSP:W18411\ W18411\KPI (-4 to 57) I16H. >GSP : Y68075\ Y68075\ Kunitz 
protease inhibitor variant TW6172. 
Length = 61 

Score = 43.0 bits (99), Expect = le-04 

Identities = 18/57 (31%), Positives = 30/57 (52%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ c G C +H R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMHSRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP: W64123 \ W64123 \ Human Kunitz-type serine protease inhibitor 
domain #19. 
Length = 58 

Score = 43.0 bits (99), Expect = le-04 
Identities = 16/45 (35%) , Positives = 25/45 (55%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C H R++++ T +C FV+ GC GN NNF 

Sbjct: 1 VREVCSEQAEDGHCRAAHPRWYFDVTEGKCAPFVYGGCGGNRNNF 4 5 



>GSP: W64129 \ W64129 \ Human Kunitz-type serine protease inhibitor 
domain #2 5. 
Length = 58 

Score = 43.0 bits (99), Expect = le-04 
Identities = 16/45 (35%) , Positives = 25/45 (55%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ c G C H R++++ T +C FV+ GC GN NNF 

Sbjct: 1 VREVCSEQAEEGHCRAAHPRWYFDVTEGKCAPFVYGGCGGNRNNF 4 5 
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>GSP: Y68044 \ Y68044 | Kuni tz protease inhibitor analogue protein 
sequence Fig 36. >GSP : Y68119 | Y68119 | Kunitz protease 
inhibitor variant TW6174 . 
Length = 61 

Score = 43.0 bits (99), Expect = le-04 

Identities » 18/57 (31%), Positives 30/57 (52%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +H R++++ T + C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRALHSRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>PIR: S41082\ S4 1082 \ amyloid precursor protein homolog - human 
(fragment ) 
Length = 111 

Score = 43.0 bits (99), Expect = le-04 

Identities = 21/61 (34%), Positives = 32/61 (52%), Gaps = 4/61 (6%) 

Query : 3 6 DLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKY 95 

D+K C + G C V R+ + + + + +C F+ + GC GN NNF E E C+A 
Sbjct: 54 DVKAVCSQEAMTGPCRAVMPRWYFDLSKGKCVRFIYGGCGGNRNNF ESEDYCMAVC 109 

Query: 96 K 96 
K 

Sbjct: 110 K 110 

>GSP:W19804\W19804\ Alpha mating factor ; KPI ( -4 -57 ;M15A, I16H) encoded 
by pTW6173. >GSP: Y68033 | Y68033 | Yeast 

mating-f actor-KPI ( -4-57) fusion protein sequence Fig 18. 
Length = 146 

Score = 42.6 bits (98), Expect = 2e-04 

Identities = 18/57 (31%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C H R+ + + + T +C F + GC GN NNF + E C+A 

Sbjct: 88 VREVCSEQAETGPCRAAHSRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 140 - 



>GSP: W64147 \ W64147 \ Human Kunitz -type serine protease inhibitor 

domain #43. >GSP :W64120 | W64120 | Human Kunitz-type serine 
protease inhibitor domain #16. 
Length = 5 8 

Score = 42.6 bits (98), Expect = 2e-04 
Identities = 15/45 (33%) , Positives = 25/45 (55%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C +H R++++ T +C F + GC GN NNF 

Sbjct: 1 VREVCSEQAETGPCRALHSRWYFDVTEGKCAPFYYGGCGGNRNNF 4 5 



>GSP: W64126\ W64126\ Human Kunitz-type serine protease inhibitor 
domain #2 2. 
Length = 58 

Score = 42.6 bits (98), Expect = 2e-04 
Identities = 16/45 (35%), Positives = 25/45 (55%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C H R++++ T +C FV+ GC GN NNF 

Sbjct: 1 VREVCSEQAEPGHCRAAHPRWYFDVTEGKCAPFVYGGCGGNRNNF 4 5 



>GSP: Y68043 \ Y68043 \ Kuni tz protease inhibitor analogue protein 
sequence Fig 35. >GSP : Y68118 | Y68118 | Kuni t z protease 
inhibitor variant TW6173. 
Length = 61 

Score = 42.6 bits (98), Expect = 2e-04 

Identities = 18/57 (31%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 
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Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C H R+ + + + T + C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAAHSRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 5 5 

>GSP:Y68146\Y68146\Kunitz protease inhibitor variant DD170. 
Length = 61 

Score = 42.6 bits (98), Expect = 2e-04 

Identities = 18/57 (31%) , Positives = 30/57 (52%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C +H R+ + + + T + C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRALHNRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP:Y68176\Y68176\ Kunitz protease inhibitor variant DD118 . 
Length = 61 

Score = 42.6 bits (98), Expect = 2e-04 

Identities = 18/57 (31%), Positives = 30/57 (52%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C +H R+ + + + T + C F + GC GN NNF + E C+A 

Sbj Ct : 3 VREVCSEQAETGPCRALHNRWYFDVTEGKCAPFFYGGCRGNRNNF DTEEYCMA '55 

>GSP :R22981 1 R22981 \ Aprotinin analogue #6 with reduced 
nephrotoxicity . 
Length = 141 

Score = 42.6 bits (98), Expect = 2e-04 
Identities = 20/52 (38%) , Positives = 26/52 (49%) 

Query: 31 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

E + D +D C G C RYFYN + C+TFV+ GC NNF+ 

Sbjct: 78 EGVSLDKRDFCLEPPYTGPCKARIIRYFYNAKAGLCQTFVYGGCRAKSNNFE 129 

>GSP:R22982\ R22982\ Aprotinin analogue #7 with reduced 
nephrotoxicity . 
Length = 141 

Score = 42.2 bits (97), Expect = 2e-04 
Identities = 20/51 (39%) , Positives = 25/51 (48%) 

Query: 31 EKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

E + D +D C G C RYFYN + C+TFV+ GC NNF 

Sbjct: 78 EGVSLDKRDFCLEPPYTGPCKARI I RYFYNAKAGLCQTFVYGGCRAKSNNF 128 

>GSP:W1843l\W1843l\KPI (-4 to 57) I16H, G38Y. 

>GSP ; Y68140\ Y68140\ Kunitz protease inhibitor variant 
TW6186 . 
Length = 61 

Score = 42.2 bits (97), Expect = 2e-04 

Identities = 18/57 (31%), Positives = 30/57 (52%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +H R++++ T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRAMHSRWYFDVTEGKCAPFFYGGCYGNRNNF DTEEYCMA 55 

>GSP : W3 0053 \W3 0053 \ Human placental bikunin. 
Length = 179 

Score = 42.2 bits (97), Expect = 2e-04 
Identities = 19/50 (38%), Positives = 27/50 (54%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIE 86 

+ D C + G C R++YN T C+ FV+ GC+GN NN+ K E 

Sbjct: 7 IHDFCLVSKWGRCRASMPRWWYNVTDGSCQLFVYGGCDGNSNNYLTKEE 56 

Score = 33.6 bits (75), Expect = 0.090 
Identities = 13/58 (22%) , Positives = 27/58 (46%) 
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Query : 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

C + G C R+ + + + C F+ + GC GN N+ + + + + C + + P 

Sbjct: 106 CTANAVTGPCRASFPRWYFDVERNSCNNFI YGGCRGNKNSYRSEEACMLRCFRQQENP 163 

>GSP: W3 0054 \W3 0054 \ Human placental bikunin. 
Length = 92 

Score = 42.2 bits (97) , Expect = 2e-04 
Identities = 19/50 (38%) , Positives = 27/50 (54%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIE 86 

+ D C + G C R+ + YN T C+ FV+ GC+GN NN+ K E 

Sbjct: 7 IHDFCLVSKWGRCRASMPRWWYNVTDGSCQLFVYGGCDGNSNNYLTKEE 56 

>GSP:W3004l\W3004l\ Human placental bikunin. 
Length = 170 

Score = 42.2 bits (97), Expect = 2e-04 
Identities = 19/50 (38%) , Positives = 27/50 (54%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIE 86 

+ D C + G C R+ + YN T C+ FV+ GC+GN NN+ K E 

Sbjct: 7 IHDFCLVSKWGRCRASMPRWWYNVTDGSCQLFVYGGCDGNSNNYLTKEE 56 

Score =33.6 bits (75), Expect = 0.090 
Identities = 13/58 (22%), Positives = 27/58 (46%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSICRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

C + G C R+ + + + C F+ + GC GN N+ + + + + C + + P 

Sbjct: 106 CTANAVTGPCRASFPRWYFDVERNSCNNFI YGGCRGNKNSYRSEEACMLRCFRQQENP 163 

>GSP :W3 0042 \W3 0042 \ Human placental bikunin. 
Length =213 

Score = 42.2 bits (97), Expect = 2e-04 
Identities = 19/50 (38%) , Positives = 27/50 (54%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIE 86 

+ D C + G C R++YN T C+ FV+ GC+GN NN+ K E 

Sbjct: 7 IHDFCLVS KWGRCRASMPRWWYNVTDGSCQLFVYGGCDGNSNNYLTKEE 56 

Score = 33.6 bits (75) , Expect «= 0.090 
Identities = 13/58 (22%) , Positives = 27/58 (46%) 

Query: 41 C KLDMN FG S C Y E VH F R Y F YNRT S KR C E T F V F S G CNGNLNN F KL K I E RE VACV AKY KP P 98 

C+ GC R++++ CF++GCGNN++++ +C++P 

Sbjct: 106 CTANAVTGPCRASFPRWYFDVERNSCNNFI YGGCRGNKNSYRSEEACMLRCFRQQENP 163 

>GSP:W3 004 6\W3 004 6\Human placental bikunin. 
Length = 225 

Score = 42.2 bits (97), Expect = 2e-04 
Identities = 19/50 (38%) t Positives = 27/50 (54%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIE 86 

+ D C + G C R++YN T C+ FV+ GC+GN NN+ K E 

Sbjct: 7 IHDFCLVSKWGRCRASMPRWWYNVTDGSCQLFVYGGCDGNSNNYLTKEE 56 

Score = 33.6 bits (75), Expect = 0.090 
Identities = 13/58 (22%) , Positives = 27/58 (46%) 

Query : 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

C + G C R++++ C F++ GC GN N+++ + + C + + P 

Sbjct: 106 CTANAVTGPCRASFPRWYFDVERNSCNNFI YGGCRGNKNSYRSEEACMLRCFRQQENP 163 

>GSP: W3 004 7 | W3 004 7 \ Human placental bikunin. 
Length = 58 
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Score = 42.2 bits (97), Expect = 2e-04 
Identities = 19/50 (38%) , Positives = 27/50 (54%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIE 86 

+ D C + G C R++YN T C+ FV+ GC+GN NN+ K E 

Sbjct: 1 IHDFCLVSKWGRCRASMPRWWYNVTDGSCQLFVYGGCDGNSNNYLTKEE 50 



>GSP: W27368 | W27368 \ Hepa tocyte growth factor activator inhibitor. 
>GSP:W92653\W92653\ Human HAI-1 protein. 

>STR:043278\043278\HEPATOCYTE GROWTH FACTOR ACTIVATOR 
INHIBITOR. >GNP: AB000095 | AB000095_1 | Homo sapiens mRNA 
for hepatocyte growth factor activator inhibitor, 
complete cds . 
Length = 513 

Score = 42.2 bits (97), Expect = 2e-04 
Identities = 19/54 (35%), Positives = 30/54 (55%) 

Query: 3 8 KDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

+ D C G C R++Y+ T + C++FV+ GC GN NN+ + E +AC 

Sbjct: 247 EDYCLASNKVGRCRGSFPRWYYDPTEQICKSFVYGGCLGNKNNYLREEECILAC 300 



Score = 40.2 bits (92), Expect = 0.001 

Identities = 23/59 (38%), Positives = 28/59 (46%), Gaps = 11/59 (18%) 

Query : 34 CGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACV 92 

C DL D G C E R++YN S+ C F + GC GN NNF E E C+ 

Sbjct: 375 CVDLPDT GLCKESIPRWYYNPFSEHCARFTYGGCYGNKNNF EEEQQCL 422 



>GSP:W3005l\W30051\Human placental bikunin. 
Length = 153 

Score = 42.2 bits (97), Expect = 2e-04 
Identities = 19/50 (38%), Positives = 27/50 (54%) 



Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIE 86 

+ D C + G C R+ + YN T C+ FV+ GC+GN NN+ K E 

Sbjct: 1 IHDFCLVSKWGRCRASMPRWWYNVTDGSCQLFVYGGCDGNSNNYLTKEE 50 



Score =33.2 bits (74), Expect =0.12 

Identities = 14/54 (25%) , Positives = 26/54 (47%) , Gaps = 4/54 (7%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAK 94 

C + G C R++++ C F++ GC GN N+++ E AC+ + 

Sbjct: 100 CTANAVTGPCRAS FP RW Y FDVERNS CNNF I YGGCRGNKNS YR SEEACMLR 149 



>GSP: W6414 4 \ W64144 \ Human Kunitz-type serine protease inhibitor 
domain #4 0. 
Length = 5 8 

Score = 42.2 bits (97), Expect = 2e-04 
Identities = 15/45 (33%) , Positives = 24/45 (53%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C H R++++ T +C F + GC GN NNF 

Sbjct: 1 VREVCSEQAETGPCRAAHSRWYFDVTEGKCAPFYYGGCGGNRNNF 45 



>GSP:Y52594\Y52594\wild-type human Kunitz domain, zkunS . 
Length = 62 

Score = 42.2 bits (97), Expect = 2e-04 

Identities = 20/56 (35%), Positives = 31/56 (54%), Gaps * 1/56 (1%) 

Query: 38 KDP-CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACV 92 

+DP C + G+C E R++Y++ C F FSGCNG+ N F + E + C+ 

Sbjct: 5 EDPRCLEALKPGNCGEYWRWYYDKQVNSCARFWFSGCNGSGNRFNSEKECQETCI 60 



>GSP: Y52S97\ Y52597 \ Human zkunS protein (portion). 
Length = 557 
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Score = 42.2 bits (97), Expect = 2e-04 

Identities = 20/56 (35%), Positives = 31/56 (54%), Gaps = 1/56 (1%) 

Query: 38 KDP-CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACV 92 

+DP C + G+C E R++Y++ C F FSGCNG+ N F + E + C+ 

Sbjct : 500 EDPRCLEALKPGNCGEYVVRWYYDKQVNSCARFWFSGCNGSGNRFNSEKECQETCI 555 

>GSP:R39792 \ R39792 \ Human Kunitz-type protease inhibitor. 
Length = 6 0 

Score =41.8 bits (96), Expect = 3e-04 
Identities = 19/55 (34%) , Positives = 27/55 (48%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVAC 91 

L + C M G C R+F+ + + CE F + GC GN +NF K + E C 

Sbjct : 3 LPNVCAFPMEKGPCQTYMTRWFFDFETGECELFAYGGCGGNSDNFLRKEKCEKFC 57 

>GSP:W18449\ W18449\ Alpha mating factor : KPI ( -4 -57 ;M15L , S17F) encoded 
by pTW6175. >GSP : Y68028 | Y68028 | Yeast 

mating-f actor-KPI ( -4 -57 ) fusion protein sequence Fig 13. 
Length = 146 

Score = 41.8 bits (96), Expect = 3e-04 

Identities = 18/57 (31%), Positives = 30/57 (52%), Gaps = 4/57 (7%) - 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + FR++++ T + C F + GC GN NNF + E C+A 
Sbjct: 88 VREVCSEQAETGPCRALIFRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 140 

>GSP:W18418\W18418\KPI (-4 to 57) S17F. >GSP : Y6808l\ Y6808l\ Kunitz 
protease inhibitor variant DD103 . 
Length = 61 

Score = 41.8 bits (96), Expect = 3e-04 

Identities = 18/57 (31%), Positives = 30/57 (52%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + FR++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMIFRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP:Y68037\Y68037\ Kunitz protease inhibitor analogue protein 
sequence Fig 29. >GSP : Y6812 8 | Y68 128 | Kunitz protease 
inhibitor variant TW6175. 
Length = 61 

Score = 41.8 bits (96), Expect = 3e-04 

Identities = 18/57 (31%), Positives = 30/57 (52%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + FR++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRALIFRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP:W18426\W18426\KPI (-4 to 57) M15A, S17F. 

>GSP: Y68042\Y68042\ Kunitz protease inhibitor analogue 
protein sequence Fig 34. >GSP : Y68122 | Y68122 | Kunitz 
protease inhibitor variant DD185. 
Length = 61 

Score = 41.4 bits (95), Expect = 4e-04 

Identities = 18/57 (31%) , Positives = 29/57 (50%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C FR++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAAIFRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP:W19809\W19809\ Alpha mating factor : KPI ( -4 -57 ;M15A, S17F) encoded 
by pDD185. >GSP : Y6 804 8 | Y6 804 8 | Yeast 

mating-f actor-KPI ( -4 -57) fusion protein sequence Fig 62. 
Length = 146 

Score = 41.4 bits (95), Expect = 4e-04 
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Identities = 18/57 (31%) , Positives = 29/57 (50%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C FR++++ T +C F + GC GN NNF + E C+A 

Sbjct: 88 VREVCSEQAETGPCRAAI FRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 140 



>GSP:W1855l\W1855l\Kun±tz type active site inhibitor domain 
IV-40B. >GSP:W92894 |W92894 |US5880256 Seq ID 70. 
>GSP : W9423 9\W9423 9 \ Serine protease mutant inhibitor 
IV-40B. >GSP:W72816 | W72816 | Mutant inhibitor IV-40B. 
Length = 58 

Score = 41.4 bits (95), Expect = 4e-04 
Identities = 14/45 (31%), Positives = 27/45 (59%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+ + + C G+C ++ R+ + + + T +C F+ + GC GN NNF 

Sbjct: 1 VREVCSEQAEPGACKAMYKRWYFDVTEGKCAPFI YGGCGGNRNNF 45 



>GSP: Y68149 \ Y6814 9 \ Kuni tz protease inhibitor variant BG006 . 
Length = 61 

Score = 41.4 bits (95), Expect = 4e-04 

Identities = 18/57 (31%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

++ + C G C FR++++ T + C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRAALFRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP: Y68163\ Y68163\Kunitz protease inhibitor variant DD116 . 
Length = 61 

Score = 41.4 bits (95), Expect = 4e-04 

Identities = 18/57 (31%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C FR++++ T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRAAIFRWYFDVTEGKCAPFFYGGCRGNRNNF DTEEYCMA 55 



>GSP :W3 0052 \W3 0052 \ Human placental bikunin. 
Length « 14 6 

Score = 41.0 bits (94), Expect = 5e-04 
Identities = 18/46 (39%) , Positives = 25/46 (54%) 



Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIE 86 

C + G C R++YN T C+ FV+ GC+GN NN+ K E 

Sbjct: 1 CLVSKWGRCRASMPRWWYNVTDGSCQLFVYGGCDGNSNNYLTKEE 4 6 



Score =33.2 bits (74), Expect = 0.12 

Identities = 14/54 (25%), Positives = 26/54 (47%), Gaps = 4/54 (7%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAK 94 

C + G C R++++ C F++ GC GN N+++ E AC+ + 

Sbjct: 96 CTANAVTGPCRASFPRWYFDVERNSCNNFI YGGCRGNKNSYR SEE ACM LR 145 



>GSP: W6414 6 | W6414 6 \ Human Kuni tz - type serine protease inhibitor 
domain #42. 
Length = 58 

Score - 41.0 bits (94), Expect = 5e-04 
Identities = 15/45 (33%), Positives = 24/45 (53%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C H R++++ T +C F + GC GN NNF 

Sbjct: 1 VREVCSEQAETGPCRGAHSRWYFDVTEGKCAPFWYGGCGGNRNNF 45 



>GSP: W64122 \ W64122 | Human Kuni tz- type serine protease inhibitor 
domain #18. 
Length = 58 
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Score = 41. .0 bits (94), Expect = 5e-04 
Identities = 15/45 (33%) , Positives = 24/45 (53%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C H R+ + + + T +C F + GC GN NNF 

Sbjct: 1 VREVCSEQAEDGHCRAAHPRWYFDVTEGKCAPFFYGGCGGNRNNF 45 



>GSP: W64 124 \W64 124 \ Human Kunitz-type serine protease inhibitor 
domain #2 0. 
Length = 5 8 

Score = 41.0 bits (94), Expect = 5e-04 
Identities = 15/45 (33%) , Positives = 24/45 (53%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+ + + C G C H R+ + + + T +C F + GC GN NNF 

Sbjct: 1 VREVCSEQAEDGHCRAAHPRWYFDVTEGKCAPFYYGGCGGNRNNF 45 



>GSP: W64128 \ W64128 \ Human Kunitz-type serine protease inhibitor 
domain #24 . 
Length = 58 

Score = 41.0 bits (94), Expect = 5e-04 
Identities = 15/45 (33%), Positives = 24/45 (53%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C H R++++ T +C F + GC GN NNF 

Sbjct: 1 VREVCSEQAEEGHCRAAHPRWYFDVTEGKCAPFFYGGCGGNRNNF 45 



>GSP :W64 13 0\W6413 0\ Human Kunitz-type serine protease inhibitor 
domain #26 . 
Length - 5 8 

Score = 41.0 bits (94), Expect = 5e-04 
Identities = 15/45 (33%), Positives = 24/45 (53%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C H R+ + + + T +C F + GC GN NNF 

Sbjct: 1 VREVCSEQAEEGHCRAAHPRWYFDVTEGKCAPFYYGGCGGNRNNF 45 



>GSP: Y68100\ Y68 100 \ Kunitz protease inhibitor variant TW6140. 
Length = 61 

Score = 41.0 bits (94), Expect = 5e-04 

Identities = 18/57 (31%) , Positives = 30/57 (52%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GCNGN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCNGNRNNF DTEEYCMA 55 



>GSP:Y68141\Y68141\ Kunitz protease inhibitor variant TW6187. 
Length = 61 

Score = 41.0 bits (94), Expect = 5e-04 

Identities = 18/57 (31%), Positives = 30/57 (52%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGS CYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKI EREVACVA 93 

+ + + c G C +• FR+ + + + T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMIFRWYFDVTEGKCAPFFYGGCYGNRNNF DTEEYCMA 55 



>GSP:R22978 \ R22978 \ Aprotinin analogue #3 with reduced 
nephrotoxicity. 
Length = 111 

Score = 40.6 bits (93), Expect - 7e-04 
Identities = 20/54 (37%) , Positives » 27/54 (49%) 

Query: 29 IAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

+AE++ DC G C RYFYN + C+TFV+ GC NNF+ 

Sbjct: 46 MAERLEKRRPDFCLEPPYTGPCKARIIRYFYNAKAGLCQTFVYGGCRAKENNFE 99 



89 of 1 11 



blast result 



>GSP:R22976\ R22976 \Aprotinin analogue #1 with reduced 
nephrotoxicity . 
Length = 111 

Score = 40.6 bits (93), Expect = 7e-04 
Identities = 20/54 (37%) , Positives = 27/54 (49%) 

Query: 29 I AE KI CGDLKDPCKLDMNFGS C YEVH FRY F YNRTS KRCETFVFSGCNGNLNNFK 82 

+AE + + DC G C RYFYN + C+TFV+ GC NNF+ 

Sbjct: 46 MAERLEKREPDFCLEPPYTGPCKARI IRYFYNAEAGLCQTFVYGGCRAERNNFE 99 



>GSP:R22980\R22980\Aprotinin analogue #5 with reduced 
nephrotoxicity . 
Length = 111 

Score = 40.6 bits (93), Expect = 7e-04 
Identities = 20/53 (37%) , Positives = 27/53 (50%) 

Query: 29 IAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+AE+ + DC + G C YFYN + C+TFV+ GC GN N F 

Sbjct: 46 MAERLEKRRPDFCLEPPSTGPCKARI ILYFYNAKAGLCQTFVYGGCRGNGNQF 98 



>GSP:W18450\W18450\ Alpha mating factor : KPI ( -4 -57 ;M15L, S17Y) encoded 
by pBG028. >GSP : Y68029 | Y68029 | Yeast 

mating-f actor-KPI ( -4 - 57) fusion protein sequence Fig 14. 
Length = 14 6 

Score = 40.6 bits (93), Expect = 7e-04 

Identities = 17/57 (29%), Positives = 30/57 (51%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + +R++++ T + C F + GC GN NNF + E C+A 

Sbjct: 88 VREVCSEQAETGPCRALIYRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 140 



>GSP:W18419\W18419\KPI (-4 to 57 ) S17Y. >GSP:Y68082\Y68082\Kunitz 
protease inhibitor variant DD104 . 
Length - 61 

Score = 40.6 bits (93), Expect = 7e-04 

Identities = 17/57 (29%) , Positives = 30/57 (51%) , Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ c G C + +R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMIYRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP: W6414 8 \ W6414 8 | Human Kunitz-type serine protease inhibitor 
domain #4 4 . 
Length = 5 8 

Score = 40.6 bits (93), Expect = 7e-04 
Identities = 15/45 (33%) , Positives = 24/45 (53%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C H R++++ T +C F + GC GN NNF 

Sbjct: 1 VREVCSEQAETGPCRANHSRWYFDVTEGKCAPFSYGGCGGNRNNF 4 5 



>GSP:W64125\W64125\Human Kunitz-type serine protease inhibitor 
domain #21. 
Length = 5 8 

Score = 40.6 bits (93), Expect = 7e-04 
Identities = 15/45 (33%) , Positives = 24/45 (53%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+++ C G C H R++++ T +C F + GC GN NNF 

Sbjct: 1 VREVCSEQAEPGHCRAAHPRWYFDVTEGKCAPFFYGGCGGNRNNF 4 5 



>GSP:W64127\W64127\Human Kunitz-type serine protease inhibitor 
domain #23 . 



90 of 1 11 



08/12/00 19:03 



blast result 



Length = 5 8 

Score = 40.6 bits (93), Expect = 7e-04 
Identities 15/45 (33%) , Positives = 24/45 (53%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

+ + + C G C H R+ + + + T +C F + GC GN NNF 

Sbjct: 1 VREVCSEQAEPGHCRAAHPRWYFDVTEGKCAPFYYGGCGGNRNNF 4 5 



>GSP: Y68038 \ Y68038 | Kuni tz protease inhibitor analogue protein 
sequence Fig 30. >GSP : Y68125 | Y68125 | Kunitz protease 
inhibitor variant BG028. 
Length = 61 

Score = 40.6 bits (93), Expect = 7e-04 

Identities = 17/57 (29%), Positives = 30/57 (51%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + +R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRALI YRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP:Y68164 \ Y68164 \ Kunitz protease inhibitor variant TW6191. 
Length = 61 

Score = 40.6 bits (93), Expect = 7e-04 

Identities = 18/57 (31%), Positives = 29/57 (50%), Gaps = 4/57 (7%). 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C FR++++ T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRAAIFRWYFDVTEGKCAPFFYGGCYGNRNNF DTEEYCMA 55 



>STR:095428\ 0954 28 [HYPOTHETICAL 133.5 KDA PROTEIN. 

>GNP: AF109 907 \AF109907_3\ Homo sapiens S164 gene, partial 
cds; PS1 and hypothetical protein genes, complete cds; . 
and S171 gene, partial cds; This gene is predicted by 
Genscan; exons between 169766-172443 are supported by 
EST AA930352; exons between 183120-186473 are supported 
by EST AA763659; Blastx gives greatest similarity to 
predicted proteins from U64857 in C. elegans; this 
hypothetical protein contains thrombospondin motifs and 
is partially similar to robol (roundabout) . 
Length = 1235 

Score = 40.6 bits (93), Expect = 7e-04 
Identities = 19/59 (32%) , Positives = 29/59 (48%) 

Query : 4 1 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPPR 99 

C L GSC + R+ + + + + C F + GC+GN NNF + E +C PR 

Sbjct: 692 CLLPSAHGSCADWAARWYFVASVGQCNRFWYGGCHGNANNFASEQECMSSCQGSLHGPR 750- 



>GSP :R2297 7 \ R229 77 | Aprotinin analogue #2 with reduced 
nephrotoxicity . 
Length = 111 

Score = 40.2 bits (92), Expect - 0.001 
Identities = 20/54 (37%) , Positives = 27/54 (49%) 

Query: 2 9 IAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFK 82 

+AE++ DC G C RYFYN + C+TFV+ GC NNF+ 

Sbjct: 46 MAERLEKREPDFCLEPPYTGPCKARI IRYFYNAKAGLCQTFVYGGCRAKENNFE 99 



>GSP:W18448\W18448\ Alpha mating factor : KPI ( -4 -57 ;M15A, S17Y) encoded 
by pTW6166. >GSP : Y6 8027 | Y68027 | Yeast 

mating-f actor-KPI ( -4-57) fusion protein sequence Fig 12. 
Length = 146 

Score = 40.2 bits (92), Expect = 0.001 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 88 VREVCSEQAETGPCRAA I YRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 140 
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>GSP:W18427\W18427\KPI (-4 to 57) M15A, S17Y. 

>GSP:Y68036\Y68036\Kunitz protease inhibitor analogue 
protein sequence Fig 28. >GSP : Y68124 | Y68124 | Kunit z 
protease inhibitor variant TW6166. 
Length = 61 

Score = 40.2 bits (92), Expect = 0.001 

Identities = 17/57 (29%) , Positives = 29/57 (50%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKXjDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C +R++++ T + C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAAI YRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP:W19808\W19808\phoA:KIP(l-55 ;M15A, S17F) igenelll fusion. 

>GSP:Y68047\Y68047\PhoA-KPI (155) -genelll fusion 
protein sequence Fig 60. 
Length = 233 

Score = 40.2 bits (92), Expect = 0.001 

Identities = 18/53 (33%) , Positives = 26/53 (48%) , Gaps = 4/53 (7%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

C G C FR++++ T +C F + GC GN NNF + E C+A 

Sbjct: 24 CSEQAETGPCRAAIFRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 72 



>GSP:W63684 \ W63684 \ Human secreted protein 4 . 
Length = 206 

Score = 40.2 bits (92), Expect = 0.001 

Identities = 23/59 (38%) , Positives = 28/59 (46%) , Gaps = 11/59 (18%) 

Query : 34 CGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACV 92 

C DL D G C E R++YN S+ C F + GC GN NNF E E C+ 

Sbjct: 68 CVDLPDT GLCKESI PRWYYNPFSEHCARFTYGGCYGNKNNF EEEQQCL 115 

>GSP: Y68062 \ Y68062 | Kuni tz protease inhibitor variant TW6167. 
Length = 61 

Score = 40.2 bits (92), Expect = 0.001 

Identities = 18/66 (27%), Positives = 33/66 (49%), Gaps = 11/66 (16%) 

Query: 28 KI AEKI CGDLKD PCKLDMNFGS CYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKI ER 87 

++ ++C + +PC C + R++++ T +C F + GC GN NNF + 
Sbjct: 1 EWREVCSEQAEPCP CRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DT 49 

Query: 88 EVACVA 93 

E C+A 
Sbjct: 50 EEYCMA 55 



>GSP:W18444\W18444\ Alpha mating factor : KPI (1-57) encoded by 

plasmid pKPI-57. >GSP : Y68022 | Y68022 | KPI (1-57) and a 
yeast mating factor peptide fusion protein. 
Length =61 

Score = 39.9 bits (91), Expect - 0.001 

Identities = 18/58 (31%), Positives = 29/58 (49%), Gaps = 4/58 (6%) 

Query: 36 DLKDPCKLDMNFGSCYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKI EREVACV A 93 

D ++ C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 2 DKREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP:W18420\ W18420\ KPI (-4 to 57 ) S17W. >GSP:Y68083\Y68083\Kunitz 
protease inhibitor variant DD105 . 
Length = 61 

Score = 39.9 bits (91), Expect = 0.001 

Identities = 17/57 (29%), Positives = 30/57 (51%), Gaps = 4/57 (7%) 

Query: 37 LKD PCKLDMNFGS CYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKI EREVACVA 93 
+++ C G C + +R++++ T +C F + GC GN NNF + E C+A 
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Sbjct: 3 VREVCSEQAETGPCRAMIWRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP:W18557\ W18557\ Novel fusion protein TFKD1 . 
Length = 282 

Score = 39.9 bits (91), Expect = 0.001 
Identities = 15/47 (31%) , Positives = 25/47 (52%) 

Query: 35 GDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNF 81 

G + + + C G C + R+ + + + T + C F + GC GN NNF 

Sbjct: 223 GSVREVCSEQAEPGPCRALILRWYFDVTEGKCAPFFYGGCYGNRNNF 269 

>GSP:Y68073\Y68073\Kunitz protease inhibitor variant TW6179. 
Length = 61 

Score = 39.9 bits (91), Expect = 0.001 

Identities = 18/57 (31%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C V R+ + + + T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRAVISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP:Y68142\Y68142\Kunitz protease inhibitor variant TW6188. 
Length = 61 

Score = 39.9 bits (91), Expect = 0.001 

Identities = 17/57 (29%), Positives = 30/57 (51%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + +R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMI YRWYFDVTEGKCAPFFYGGCYGNRNNF DTEEYCMA 55 

>GSP:Y68144\Y68144\Kunitz protease inhibitor variant TW6170, 
Length = 61 

Score = 39.9 bits (91), Expect = 0.001 

Identities = 18/66 (27%), Positives = 33/66 (49%), Gaps = 11/66 (16%) 

Query: 28 KIAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIER 87 

+ + ++C + +P G C + R++++ T + C F + GC GN NNF + 
Sbjct: 1 E WREVCS EQAE P GPCRALILRWYFDVTEGKCAPFFYGGCGGNRNNF DT 49 

Query: 8 8 EVACVA 93 

E C+A 
Sbjct : 5 0 EEYCMA 5 5 

>GSP:Y52595\Y52595\Gly20Ala mutant human zkunS Kunitz domain. 
Length = 62 

Score = 39.9 bits (91), Expect = 0.001 

Identities = 19/56 (33%), Positives = 30/56 (52%), Gaps = 1/56 (1%) 

Query: 3 8 KDP - CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKI EREVACV 92 

+DP C + G+C R++Y++ C F FSGCNG+ N F + E + C+ 

Sbjct : 5 EDPRCLEALKPGNCGAYWRWYYDKQVNSCARFWFSGCNGSGNRFNSEKECQETCI 60 

>GSP:W18447\W18447\ Alpha mating factor : KPI ( -4 -57 ;M15A, S17W) encoded 
by pTW6165. >GSP :Y68026 | Y68026 | Yeast 

mating- factor-KPI (-4-57) fusion protein sequence Fig 10. 
Length = 146 

Score = 39.5 bits (90), Expect - 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query : 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 88 VRE VCS E QAETG PCRAA I WRW Y FDVTEGKC AP FF YGGCGGNRNN F DTEEYCMA 140 

>GSP:W18422\ W18422 \ KPI ( -4 to 57) S17L. >GSP : Y68084 \ Y68084 | Kunitz 
protease inhibitor variant TW6168. 
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Length = 61 
Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%) , Positives = 29/57 (50%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLD^FGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T + C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMILRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP:W18428\W18428\KPI ( -4 to 57) M15A, S17W. 

>GSP: Y68035\Y68035\ Kunitz protease inhibitor analogue 
protein sequence Fig 27. >GSP : Y68123 | Y68123 | Kunitz 
protease inhibitor variant TW6165. 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C +R++++ T + C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAAIWRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP:W18413\W18413\KPI (-4 to 57 ) I16F. >GSP : Y68077 \ Y68077 \ Kunitz 
protease inhibitor variant TW6181. 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T + C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRAMFSRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP:W18414\ W18414 \KPI(-4 to 57) I16K. >GSP :Y6807 8\Y6807 8\ Kunitz 
protease inhibitor variant BG001. 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMKSRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP:W18416\W18416\KPI (-4 to 57) S17J. 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMI IRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP: Y68069\ Y68069\ Kuni tz protease inhibitor variant DD109. 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRAIISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 



>GSP:Y68093\Y68 093\ Kunitz protease inhibitor variant TW6142 . 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%), Positives = 30/57 (51%), Gaps = 4/57 (7%) 
Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 
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+ + + C G C + R+ + + + T + C F+ + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMISRWYFDVTEGKCAPFLYGGCGGNRNNF DTEEYCMA 55 

>GSP:Y6812l\Y6812l\Kunitz protease inhibitor variant DD129 . 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRALFSRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP:Y68126\Y68126\Kunitz protease inhibitor variant TW6169. 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRALILRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP:Y68150\Y68150\Kunitz protease inhibitor variant DD130. 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%) , Positives = 29/57 (50%) , Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRALFTRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP: Y68156\ Y68156\ Kuni tz protease inhibitor variant DD122 . 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + F ++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRALIFAWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP: Y68161 \ Y68161 | Kuni tz protease inhibitor variant BG024 . 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 16/57 (28%), Positives = 30/57 (52%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + ++++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRALIYKWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP: Y68170 \ Y68170 \ Kuni tz protease inhibitor variant BG040. 
Length = 61 

Score = 39.5 bits (90), Expect = 0.002 

Identities = 16/57 (28%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + + ++++ T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAE I GPCRALI YHWYFDVTEGKCAP FFYGGCGGNRNNF DTEEYCMA 55 

>GSP:P94777 \ P94777 \ Plaswid pSVMT-APPI carrying novel amyloid 

precursor protein (NAP). >GSP : R06868 | R06868 | Sequence 
deduced from insert of plasmid pSVMT-APPI . 
Length = 111 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%) , Positives = 29/57 (50%) , Gaps = 4/57 (7%) 
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Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T +C F + GC GN NNF + E C+A 

Sbjct: 37 MREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 89 

>GSP:R05167\R05167\ Sequence of amyloid precursor protein (APP) . 
Length - 62 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ c G C + R+ + + + T +C F + GC GN NNF + E C+A 

Sbjct: 2 VREVCSQQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 54 

>GSP:R08109\R08109\ Protein sDOG deduced from insert of plasmid 
pSVMT-DOG. 
Length = 111 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T + C F + GC GN NNF + E C+A 

Sbjct: 37 MREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 89 

>GSP:R08110\R08110\ Protein sDJ deduced from insert of plasmid 
pSVMT-DJ. 
Length = 94 

Score = 39.1 bits (89), Expect = 0.002 

Identities « 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 37 MREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 89 

>GSP:W18396\ W18396\ KPI(-4 to 57) R40A. >GSP : Y68 117 | Y68 117 | Kuni tz 
protease inhibitor variant TW6149. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNANNF DTEEYCMA 55 

>GSP:W18424\W18424\KPI ( -4 to 57) S17H. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTS KRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMIHRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP:W18430\ W18430\ KPI ( -4 to 57) M15G, S17Y . 

>GSP:Y68129\Y68129\Kunitz protease inhibitor variant 
TW6201 . 
Length - 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C +R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAGIYRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 
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>GSP:W18412\W18412\KPI (-4 to 57) II 6A ♦ >GSP : Y68 07 6 \ Y6807 6 \ Kunitz 
protease inhibitor variant TW6180. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRAMASRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 5 5 

>GSP:Y68063\Y68063\ Kunitz protease inhibitor variant BG031. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 18/66 (27%), Positives = 33/66 (49%), Gaps = 11/66 (16%) 

Query: 28 KIAEKICGDLKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIER 87 

+ + ++C + +P G C + R+ + + + T + C F + GC GN NNF + 
Sbjct: 1 EWREVCS E QAE P GPCRAMI SRWYFDVTEGKCAPFFYGGCGGNRNNF DT 49 

Query: 8 8 EVACVA 93 

E C+A 
Sbjct: 50 EEYCMA 55 

>GSP:Y68064\Y68064\Kunitz protease inhibitor variant BG032. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAEVGPCRAMI SRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP: Y68105\ Y68105\ Kuni tz protease inhibitor variant TW6157. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%), Positives = 30/57 (51%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC+GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCSGNRNNF DTEEYCMA 55 

>GSP:Y68109\Y68109\ Kunitz protease inhibitor variant DD101. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%), Positives = 30/57 (51%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC+GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCDGNRNNF DTEEYCMA 55. 

>GSP:Y68139\Y68139\ Kunitz protease inhibitor variant BG003 . 
Length = 61 

Score - 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%) , Positives = 29/57 (50%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMLHRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP:Y68143\Y68143\Kunitz protease inhibitor variant TW6189. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%) , Positives = 30/57 (51%) , Gaps = 4/57 (7%) 
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Query: 3 7 LKDPCKL.DMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + +R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAMIWRWYFDVTEGKCAPFFYGGCYGNRNNF DTEEYCMA 55 

>GSP:Y6815l\Y6815l\Kunitz protease inhibitor variant DD131. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKKCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAETGPCRALFKRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP: Y68166\ Y68166\ Kuni tz protease inhibitor variant BG029. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 16/57 (28%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + + + + + + T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAEVGPCRALIYHWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP: Y68181 \ Y68181 \ Yeast mating- factor and KPI-P48 protein sequence 
Fig 26. 
Length = 146 

Score = 39.1 bits (89), Expect = 0.002 

Identities « 16/57 (28%) , Positives = 28/57 (49%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + ++++ T +C F + GC GN NNF + E C+A 
Sbjct : 88 VREVCSEQAETGPCRAAIYHWYFDVTEGKCAPFFYGGCGGNRNNF DTEEXCMA 140 

>GSP:Y68182\ Y68182 \ KPI -P48 protein sequence Fig 42. 
Length = 61 

Score = 39.1 bits (89), Expect = 0.002 

Identities = 16/57 (28%) , Positives = 28/57 (49%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + ++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRAAIYHWYFDVTEGKCAPFFYGGCGGNRNNF DTEEXCMA 55 

>GSP: Y68157 \ Y68157 \ Kuni tz protease inhibitor variant BG015. 
Length = 61 

Score = 38.7 bits (88), Expect = 0.003 

Identities = 16/57 (28%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + + ++++ T +C F + GC GN NNF + E C+A 

Sbjct: 3 VREVCSEQAETGPCRALIYHWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>GSP: Y68167\ Y68167\ Kunitz protease inhibitor variant BG030. 
Length = 61 

Score = 38.7 bits (88), Expect = 0.003 

Identities = 16/57 (28%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 37 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + + ++++ T +C F + GC GN NNF + E C+A 
Sbjct: 3 VREVCSEQAESGPCRALI YHWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 55 

>PIR:A32 761 1 A3 2 761 \ hypothetical Alzheimer ' s disease amyloid beta 
protein, Alu-containing clone - human (fragment) 
>STR : 013793 \ 013793 | AMYLOID PROTEIN (FRAGMENT) . 
>GNP :M28373 j M28373_l \ Homo sapiens amyloid protein A4 
precursor mRNA, 3 1 end of cds . 
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Length - 484 
Score = 38.7 bits (88), Expect = 0.003 

Identities = 17/57 (29%) , Positives = 29/57 (50%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T +C F + GC GN NNF + E C+A 
Sbjct: 208 VREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 260 

>STR:Q13764 \ Q13764 \ AMYLOID - BETA PR O TEIN . > GNP :M34875\M34875_l\ Human 
amyloid-beta protein (APP) gene, exon 13; alternate 
amyloid-beta protein. 
Length =54 7 

Score = 38.7 bits (88), Expect = 0.003 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query : 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T +C F + GC GN NNF + E C+A 

Sbjct: 287 VREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 339 

>RTR:CAA0204 9\CAA02049\APP PRECURSOR PROTEIN (FRAGMENT) . 

>GNP:A31584 \A31584_l\H. sapiens APP precursor gene. 
Length = 770 

Score =- 38.7 bits (88), Expect = 0.003 

Identities = 17/57 (29%) , Positives = 29/57 (50%) , Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+ + + C G C + R+ + + + T + C F + GC GN NNF + E C+A 
Sbjct: 287 VREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 339 

>GNP:X0698l\X06981_l\Human mRNA fragment for amyloid beta-protein 
(AP) insertion; amyloid protein precursor (AA 289-364; 
81AA) . 
Length = 81 

Score = 38.7 bits (88), Expect = 0.003 

Identities = 17/57 (29%) , Positives = 29/57 (50%) , Gaps « 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 1 VREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 53 

>GNP :X06 982 \X06982_l\ Human mRNA fragment for amyloid beta-protein 
(protease inhibitor domain) ; amyloid protein precursor 
(62 AA) . 
Length = 6 2 

Score = 38.7 bits (88), Expect = 0.003 

Identities = 17/57 (29%), Positives = 29/57 (50%), Gaps = 4/57 (7%) 

Query: 3 7 LKDPCKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVA 93 

+++ C G C + R++++ T +C F + GC GN NNF + E C+A 

Sbjct: 2 VREVCSEQAETGPCRAMISRWYFDVTEGKCAPFFYGGCGGNRNNF DTEEYCMA 54 

>GSP:W30063\W30063\EST R74593 protein. 
Length = 169 

Score = 33.6 bits (75), Expect = 0.090 
Identities = 13/58 (22%) , Positives = 27/58 (46%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPP 98 

C + G C R++++ C F++ GC GN N+++ + + C + + P 

Sbjct : 58 CTANAVTGPCRASFPRWYFDVERNSCNNFI YGGCRGNKNSYRSEEACMLRCFRQQENP 115 

>GSP: W30049 \ W3 0049\ Human placental bikunin. 
Length = 58 

Score =33.2 bits (74), Expect = 0.12 

Identities - 14/54 (25%) , Positives = 26/54 (47%) , Gaps = 4/54 (7%) 



99 of 11 1 



08/12/00 19:03 



blast result 



Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAK 94 

C + G C R+ + + + C F++ GC GN N+ + + E AC+ + 

Sbjct: 5 CTANAVTGPCRAS FPRWYFDVERNS CNNFI YGGCRGNKNS YR SEEACMLR 54 

>GSP:W30050\W30050\ Human placental bikunin. 
Length = 51 

Score =33.2 bits (74), Expect = 0.12 

Identities = 14/54 (25%) , Positives = 26/54 (47%) , Gaps = 4/54 (7%) 

Query: 41 CKLDMNFGSCYEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAK 94 

C + G C R+ + + + C F+ + GC GN N+ + + E AC+ + 

Sbjct: 1 CTANAVTGPCRAS FPRWYFDVERNS CNNFI YGGCRGNKNS YR SEEACMLR 50 

>SP:P52788 O0054 4 \ SPSY_HUMAN\ SPERMINE SYNTHASE (EC 2.5.1.22) 
(SPERMIDINE AMINOPROPYLTRANSFERASE) (SPMSY) . 
>GNP: AD00 1528 \ AD00 152 8_l\ Homo sapiens spermidine 
aminopropyltransf erase mRNA, complete cds; spermine 
synthase . 
Length = 366 

Score = 27.0 bits (58), Expect = 8.9 

Identities = 12/36 (33%) , Positives = 19/36 (52%) , Gaps = 5/36 (13%) 

Query: 18 LNTLLLGGVNKIAEKICGDLKDPCKLDMNFGSCYEV 53 

+ + + + + G K K CGD+ D K G CY+V 

Sbjct: 221 IDQMVIDGCKKYMRKTCGDVLDNLK GDCYQV 251 

>PIR : SS4 16 0\S541 60 \ spermine synthase (EC 2.5.1.22) - human 
>GNP: Z49099\Z49099_l\H. sapiens mRNA for spermine 
synthase; spermidine aminopropyltransf erase . 
Length =* 368 

Score = 27.0 bits (58), Expect = 8.9 

Identities = 12/36 (33%), Positives * 19/36 (52%), Gaps « 5/36 (13%) 

Query: 18 LNTLLLGGVNKIAEKICGDLKDPCKLDMNFGSCYEV 53 

++ +++ G K K CGD+ D K G CY+V 

Sbjct: 223 IDQMVIDGCKKYMRKTCGDVLDNLK GDCYQV 253 

>STR : Q9UQS1 \ Q9UQS1 | SPERMIDINE AMINOPROPYLTRANSFERASE (FRAGMENT) . 

>GNP:U5333l\U53331_l\Homo sapiens cosmid clone U129A10 
from Xp22.1-22.2, complete sequence; match to AD001528 
(PID: g2198557) , but note unusual splice at 19806 and 
20569; H_U129A10.1. 
Length = 349 

Score = 27.0 bits (58), Expect = 8.9 

Identities = 12/36 (33%), Positives = 19/36 (52%), Gaps = 5/36 (13%) 

Query: 18 LNTLLLGGVNKIAEKICGDLKDPCKLDMNFGSCYEV 53 

++ +++ G K K CGD+ D K G CY+V 

Sbjct: 204 IDQMVIDGCKKYMRKTCGDVLDNLK GDCYQV 234 

>RTR:BAA20005\BAA20005\5'OY11.1 PROTEIN (FRAGMENT) . 

>GNP : D87009\D87009_3 \ Homo sapiens immunoglobulin lambda 
gene locus DNA, clone : 288A10 ; putative. 
Length = 541 

Score = 27.0 bits (58), Expect = 8.9 

Identities = 13/49 (26%), Positives = 23/49 (46%), Gaps « 5/49 (10%) 

Query: 51 YEVHFRYFYNRTSKRCETFVFSGCNGNLNNFKLKIEREVACVAKYKPPR 99 

Y H+R + + + + +C S C FK K+E + C +K P+ 

Sbjct: 445 YMCHYRGHWGKSAHQC SKCRLQFLTFKEKMEHKTQCHQMFKKPK 488 

Database : /nfs/banks2 /index/ data/ blast / smartSorted/PROT/homosapiens 

Posted date: Oct 5, 2000 10:09 AM 
Number of letters in database: 24,820,038 
Number of sequences in database: 113,759 
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